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Table S3 - The performance of disordered region, helix breaker, and turn breaker defined by 
alternative methods 
Performance is similar to those in Table S2.  

Feature evaluation* Feature 
ACC MCC AUC KL DD 

Disordered region: residues not in PDB-defined helix, sheet, or turn 0.43 -0.01 0.48 1.14 0.00 
Disordered region: FoldIndex [1] 0.21 0.02 0.49 2.23 0.00 
Helix breaker: helix is defined by DSSP [2] 0.38 -0.03 0.48 1.11 0.00 
Turn breaker: turn is defined by DSSP [2] 0.58 -0.03 0.48 0.32 0.00 
* ACC = accuracy, MCC = Matthews correlation coefficient, AUC = area under the curve, KL = Kullback-Leibler divergence, DD = 
distribution distance. These values were calculated from a ten-fold cross-validation of each feature.  
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