
Supplementary figures and tables 

 

 

Figure S1 Read coverage of the assembled genome. The paired-end (PE) reads were remapped to the 

assembled genome. The number aligned bases and the polymorphic sites were counted from the 

mapping result. 



 

 

Figure S2 Phylogenetic tree of 69 plant species. The tree was calculated from the connected 

sequence of the 38 orthologous proteins. 

 

 

 

 

              

                

                  

                   

            

                  

                

              

              

               

            

                  

                  

               

                

            

                  

                 

              

               

               

           

              

              

                 

                      

            

                 

               

          

       

                

                

                 

                

              

           

                  

                    

                

                

             

                   

                     

                  

            

            

                  

            

                

             

                 

               

                

             

             

          

                         

             

                   

              

               

                

                   

                    

                    

                

                 

                     

              

           

                

          

        

            

        

        

           

            

       

        

          

        

           

          

           

            

       

       

            

                

           

               

          

 
 
 
  
 
 
  
 
 

 
 
  
   

 
 
  
 
 

 
 
  
 
  
 
 

 
    

 
 
 
  
 
  
 
 
  
 
 

 
 
 
 
  
 

 
 
 
 
 
 
 
 

 
 
 
 
  
 
 
 

 
 
  
 
  
 
  

 
 
 

 
  
 
 



 

Figure S3 Edited sites on ycf4. Sequence of ycf4 from three Vigna species, which have this 

gene in their cp genomes, and P. vulgaris are aligned and three edited sites are marked with 

pink bars.  

 

 

 



Table S1 Orthologous genes calculated from the chloroplast genome of twelve legume 

species with OrthoFinder program. 
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rps12 2 2 2 2 2 2 2 2 1 1 1 1 

rpl2 2 2 2 2 2 2 2 2 1 1 1 1 

ycf2 2 2 2 2 2 2 2 2 1 1 1 1 

rps7 2 2 2 2 2 2 2 2 1 1 1 1 

rpl23 2 2 2 2 2 2 2 2 1 1 1 0 

ndhB 2 0 2 2 2 2 2 2 1 1 1 1 

rps19 1 1 1 2 2 2 2 2 1 1 1 1 

ycf1 1 1 2 2 1 1 1 1 1 1 1 1 

psbA 1 1 1 1 1 1 1 1 1 1 1 1 

matK 1 1 1 1 1 1 1 1 1 1 1 1 

rbcL 1 1 1 1 1 1 1 1 1 1 1 1 

atpB 1 1 1 1 1 1 1 1 1 1 1 1 

atpE 1 1 1 1 1 1 1 1 1 1 1 1 

ndhC 1 1 1 1 1 1 1 1 1 1 1 1 

ndhJ 1 1 1 1 1 1 1 1 1 1 1 1 

rps4 1 1 1 1 1 1 1 1 1 1 1 1 

ycf3 1 1 1 1 1 1 1 1 1 1 1 1 

rps14 1 1 1 1 1 1 1 1 1 1 1 1 

psbZ 1 1 1 1 1 1 1 1 1 1 1 1 

psbC 1 1 1 1 1 1 1 1 1 1 1 1 

psbD 1 1 1 1 1 1 1 1 1 1 1 1 

psbM 1 1 1 1 1 1 1 1 1 1 1 1 

petN 1 1 1 1 1 1 1 1 1 1 1 1 

rpoB 1 1 1 1 1 1 1 1 1 1 1 1 

rpoC1 1 1 1 1 1 1 1 1 1 1 1 1 

rpoC2 1 1 1 1 1 1 1 1 1 1 1 1 

rps2 1 1 1 1 1 1 1 1 1 1 1 1 

atpI 1 1 1 1 1 1 1 1 1 1 1 1 

atpH 1 1 1 1 1 1 1 1 1 1 1 1 

atpF 1 1 1 1 1 1 1 1 1 1 1 1 

atpA 1 1 1 1 1 1 1 1 1 1 1 1 

psbI 1 1 1 1 1 1 1 1 1 1 1 1 

psbK 1 1 1 1 1 1 1 1 1 1 1 1 

accD 1 1 1 1 1 1 1 1 1 1 1 1 

psaI 1 1 1 1 1 1 1 1 1 1 1 1 

cemA 1 1 1 1 1 1 1 1 1 1 1 1 

petA 1 1 1 1 1 1 1 1 1 1 1 1 

psbJ 1 1 1 1 1 1 1 1 1 1 1 1 

psbL 1 1 1 1 1 1 1 1 1 1 1 1 

psbF 1 1 1 1 1 1 1 1 1 1 1 1 

psbE 1 1 1 1 1 1 1 1 1 1 1 1 



petL 1 1 1 1 1 1 1 1 1 1 1 1 

petG 1 1 1 1 1 1 1 1 1 1 1 1 

psaA 1 1 1 1 1 1 1 1 1 1 1 1 

psaB 1 1 1 1 1 1 1 1 1 1 1 1 

psaJ 1 1 1 1 1 1 1 1 1 1 1 1 

rps18 1 1 1 1 1 1 1 1 1 1 1 1 

rpl20 1 1 1 1 1 1 1 1 1 1 1 1 

clpP 1 1 1 1 1 1 1 1 1 1 1 1 

psbB 1 1 1 1 1 1 1 1 1 1 1 1 

psbT 1 1 1 1 1 1 1 1 1 1 1 1 

psbN 1 1 1 1 1 1 1 1 1 1 1 1 

psbH 1 1 1 1 1 1 1 1 1 1 1 1 

petB 1 1 1 1 1 1 1 1 1 1 1 1 

petD 1 1 1 1 1 1 1 1 1 1 1 1 

rpoA 1 1 1 1 1 1 1 1 1 1 1 1 

rps11 1 1 1 1 1 1 1 1 1 1 1 1 

rpl36 1 1 1 1 1 1 1 1 1 1 1 1 

rps8 1 1 1 1 1 1 1 1 1 1 1 1 

rpl14 1 1 1 1 1 1 1 1 1 1 1 1 

rpl16 1 1 1 1 1 1 1 1 1 1 1 1 

rps3 1 1 1 1 1 1 1 1 1 1 1 1 

rps15 1 1 1 1 1 1 1 1 1 1 1 1 

ndhH 1 1 1 1 1 1 1 1 1 1 1 1 

ndhA 1 1 1 1 1 1 1 1 1 1 1 1 

ndhI 1 1 1 1 1 1 1 1 1 1 1 1 

ndhG 1 1 1 1 1 1 1 1 1 1 1 1 

ndhE 1 1 1 1 1 1 1 1 1 1 1 1 

psaC 1 1 1 1 1 1 1 1 1 1 1 1 

ccsA 1 1 1 1 1 1 1 1 1 1 1 1 

rpl32 1 1 1 1 1 1 1 1 1 1 1 1 

ndhF 1 1 1 1 1 1 1 1 1 1 1 1 

ndhK 1 0 1 1 1 1 1 1 1 1 1 1 

ndhD 1 1 1 1 1 0 1 1 1 1 1 1 

ycf4 1 1 0 1 0 1 1 1 1 0 1 0 

rpl33 1 1 1 0 0 0 0 0 1 1 1 1 

rps16 1 0 1 0 0 0 0 0 0 0 0 0 

ycf68 0 2 0 0 0 0 0 0 0 0 0 0 

 


