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Figure S1 Number of crotonylation sites in each protein.  
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Figure S2 GO analysis of lysine crotonylated proteins in C. papaya. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

Figure S3 Subcellular localization analysis of lysine crotonylated proteins in C. 

papaya. 
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Figure S4 Domain enrichment analysis of all crotonylated proteins in C. papaya. 
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