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Supporting Information S 1. The benchmark dataset used to train and test the 

model for predicting the sites of multiple K-PTM types in proteins. It contains 

6,394 samples of 27-tuple peptides. The 1st column in the table below is for the 

code of a sample. The 2nd and 3rd columns for the protein and its site where the 

sample is extracted. The 4th ÃÏÌÕÍÎ ÆÏÒ ÔÈÅ ÓÁÍÐÌÅȭs detailed sequence. Columns 

5-8 indÉÃÁÔÅ ÔÈÅ 04- ÁÔÔÒÉÂÕÔÅÓȟ ×ÉÔÈ ȰϹȱ or Ȱȱ under ρ, ς, σ or τ 

ÍÅÁÎÉÎÇ ÔÈÅ ÃÏÒÒÅÓÐÏÎÄÉÎÇ ÓÁÍÐÌÅ ÂÅÌÏÎÇÉÎÇ ÏÒ ÎÏÔ ÂÅÌÏÎÇÉÎÇ ÔÏ ȰÁÃÅÔÙÌÁÔÉÏÎȱȟ 

ͼÃÒÏÔÏÎÙÌÁÔÉÏÎȱȟ ȰÍÅÔÈÙÌÁÔÉÏÎȱȟ ÏÒ ȰÓÕÃÃÉÎÙÌÁÔÉÏÎȱȟ ÒÅÓÐÅÃÔÉÖÅÌÙȢ !Ó ÉÎÄÉÃated by the 

marks in columns 5-8, there are 1,750 samples not belonging to any of the four 

K-PTM types, 3,895 samples belonging to one type of K-PTM, 740 to two types, 9 

to three types, and none to all the four types. See the main text for further 

explanation. 
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