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Figure S1. Amino acids frequencies in the D. grandiflora chloroplast genome protein-coding sequences.
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Figure S2 Mauve alignment of D. grandiflora and 13 Litsea cp genome revealing no interspecific

rearrangements
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Figure S3 Comparison of Pi values, (a) among D. grandiflora and 13 Litsea plastomes, and (b) among 68

plastomes of the Litsea complex.



