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Supplementary Information 

Supplementary Figure S1. Sequence logos generated using pLogo for ERK, p38 and JNK 

MAPKs, and the overall consensus motif for the MAPK family. 

 

Supplementary Figure S2. Example of output webpage from the online web server of 

PhosphoPredict. 

 

Supplementary Table S1. Prediction performance of different sequence encoding schemes 

based on the 5-fold cross-validation tests. 
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