
 

Additional file 1: Figure S1 Analyses of RNA editing sites in 15 plastomes: (A) 

numbers of RNA editing sites distributed in different codon positions; (B) numbers of 

RNA editing sites presented in genes. 



 

 

 

Additional file 2: Figure S2 Phylogeny of the 45 taxa inferred from Maximum 

likelihood (ML) and Bayesian inference (BI) analyses based on shared CDSs. 

 



 

 

 

 

 

 

Additional file 3: Figure S3 Pairwise Ka/Ks ratios in sect. Bromatorrhiza. The 

heatmap shows pairwise Ka/Ks ratios between every sequence in the multigene 

nucleotide alignment.  

 


