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Supplementary Figure S1. Gene structure analysis and conserved motif prediction of FvPP2Cs. Note: (A) The 
results of gene structure analysis of polypeptide sequences cluster analysis tree using maximum parsimony 
method. CDS (coding sequence) regions were marked by pink boxes, upstream and downstream regions with 
blue boxes, and introns with black lines. (B) The motifs represented by the boxes with different colors refer to 
the legend on the right. The scales at the bottom are used to measure the length of the sequence. 

Supplementary Figure S2. Gene structure analysis and conserved motif prediction of FvPP2Cs. Note: (A) The 
results of gene structure analysis of polypeptide sequences cluster analysis tree using maximum parsimony 
method. CDS regions were marked by yellow boxes, upstream and downstream regions with green boxes, and 
introns with black lines. (B) The motifs represented by the boxes with different colors refer to the legend on the 
right. The scales at the bottom are used to measure the length of the sequence. 

Supplementary Figure S3. The conserved motif logos of PP2Cs in woodland and pineapple strawberries. 

 

 


