
      
 

 

 

 



      
 

 

 
 

 
 
 



      
 

 

 



      
 

 

 

 



      
 

 

 



      
 

 

Text S1:  Multiple sequence alignments identified seven distinct classes of peach JAZ 

proteins.  Deduced amino acid sequences of JAZ proteins from peach and other plant species 

were aligned using Clustal X and edited using GeneDoc.  The two characteristic motifs, ZIM and 

Jas, were identified for all JAZ proteins and pointed by red and green solid lines, respectively.  A 

weakly conserved N-terminal (NT) motif was identified in Class I -JAZs and indicated by a blue 

solid line. A highly conserved motif was identified in Class II -JAZs and indicated by stars. An 

EAR-like element was identified at the N-terminus of Class III -JAZs and was indicated by red 

letters. 

 

 

 

 


