Two reasons were considered using the phylogeny of 180s77Gaa dataset. First, this tree topology of tribe level was consistent with nuclear genes, but conflicted with other chloroplast genome data. Using this tree as the reference can illustrate the differences clearly among the gene trees. Second, the chloroplast genome showed high rate variation among clades of Oleaceae. The aa dataset reduces the effect of heterotachous evolution, which may mislead phylogenetic inference. This tree obtained from 180s77Gaa dataset thus may be the most “correct” tree based on the chloroplast genome dataset.
