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Table S1. Prediction performance after the removal of 30% sequence redundancy on the 

training dataset. 

Encoding 

method 

Sens Spec Acc MCC AUC 

AAI 0.475 0.810 0.643 0.310 0.659 

Binary 0.502 0.805 0.654 0.329 0.691 

pbCKSAAP 0.769 0.815 0.792 0.585 0.880 

TPC 0.761 0.811 0.786 0.580 0.866 

CKSAAP 0.764 0.810 0.787 0.577 0.872 

Pup-Fuse 0.781 0.824 0.803 0.615 0.903 

The PUP-Fuse is the linear combination of the RF scores estimated by AAI, Binary, 

pbCKSAAP, CKSAAP, and TPC encodings and their weight coefficient are 0.1, 0.1, 0.4, 

0.25, and 0.15 respectively. 

 

 

 

 

 

 

 

 



 

Table S2. Fifteen types of AAI properties used in this study 
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Figure S1. Comparison of 1:1, 1:2, and 1:all ratios of positive-to-negative samples on training 

dataset.  

(A) 1:1 ratio. (B)1:2 ratio. (C) 1:all ratio. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

Figure S2. AUC values for different window sizes based on 10-fold cross-validation tests.



 

 

 

 

Figure S3. AUC value with respect to selected features for the five encoding schemes. 


