Supplementary figure legends

Supplementary Figure 1. Examples of Maximum Likelihood trees showing evidence for monocot contamination in C. velia. Numbers at nodes represent bootstrap proportion; only values higher than 60% are shown. For clarity, only the relevant taxa are shown (complete taxon list availably in Supplementary Material); branches and taxa are colored according to their taxonomy: dark blue – C. velia; red – red algae; green – viridiplantae; turquoise green – glaucophytes; black – prokaryotes, animals, fungi, Amoebozoa. A. Magnesium-protoporphyrin IX monomethyl ester cyclase. B. Isocitrate dehydrogenase.

Supplementary Figure 2. All Maximum Likelihood trees congruent with EGT from a red algal endosymbiont.

Supplementary Figure 3. All Maximum Likelihood trees congruent with EGT from a green algal endosymbiont.

Supplementary Figure 4. All Maximum Likelihood trees congruent with EGT from an algal endosymbiont (ambiguous origin).

Supplementary Figure 5. Examples of proteins identified in Woehle et al. (2011) as evidence for photosynthetic ancestry, but where the inclusion of prokaryotes revealed more complicated phylogenetic pattern.

Supplementary Figure 6. Workflow diagram detailing the procedure from sequence retrieval to tree sorting.

