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Fig. S1. The process of 10-fold cross-validation. The average loss is plot against epoch in the

imbalance set (A) and balance set (B). For the imbalance set, the minimum loss is 0.14. For

the balance set the minimum loss is 0.18.
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Fig. $2. ROC for SVM-imbalance (A), SVM-balance (B), RNAPred (C) and RBPPred (D) in the

testing dataset, respectively. The AUC are 0.85, 0.88.0.81 and 0.95, respectively.
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Fig. $3. ROC for SONAR in the testing dataset. The AUC of SONAR is 0.84.
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