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Figure S1 Visualization of alignment of the 14 Salicaceae chloroplast genome sequences.Geneious-based identity plots showing sequence identity between 3 sequenced chloroplast genomes and 11 available chloroplast genomes in
GenBank, with Populus trichocarpa as a reference genome. Genome region tags are color-coded as CDS (yellow), gene (gray). Identity is displayed across all sequences for every position. Green means that the residue at the position
is the same across all sequences. Yellow is for less than complete identity and red refers to very low identity for the given position.



