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Supplementary Figure 1: Maximum-Likelihood (ML) phylogenetic tree of anthranilate
synthase alpha subunit (TrpE). The tree was obtained with 1Q-TREE (Nguyen et al., 2015)
under the LG4X (Le et al., 2012) model with 1000 ultrafast bootstrap replicates (Minh et al.,



2013). Groups of interest are highlighted in purple (Chlamydiales), green (green algae and
plants), red (red algae), cyan (Glaucophyta), and blue (Cyanobacteria). Lineages putatively
derived from secondary endosymbiosis of Archaeplastida are displayed in brown. Ultrafast
bootstrap values (UFBS) higher than 50 are indicated onto the branches. Cyanobacteria were
reduced for convenience of display but contained the full diversity of accessible
cyanobacterial sequences. No cyanobacterial sequence were found out of this cluster. The
scale bars indicate the inferred number of amino acid substitutions per site. The trees were
manually rooted for convenience of display. The nodes uniting Archaeplastida and their
derived lineages to Chlamydiales by LGT are highlighted in bold. The anthranilate synthase
alpha subunit tree shows a group with robust support (UFBS = 99) composed of
Planctomycetes and all Archaeplastida.
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