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Supplementary table 1: Window size parameter tuning.�
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From each of the three test sets, iPRG, CPTAC and MS_Lims, 10% of the instances were removed and 

used to create a secondary test set. The secondary test set was used to tune the window size parameter. 

Different CP-DT models were learned on PRIDE for window sizes from 1 up to 16. Subsequently, these 

models were evaluated on the secondary test set, containing 10% of the three test sets. From these 

tests, a window size of 6 was selected, as it achieves the highest value on the secondary test set. Note 

that these test data are removed from the iPRG, CPTAC and MS_Lims, such that no overtuning of CP-DT 

occurs. 




