Supplementary figure S25

COX-IIl (euks & proks)

Alignment statistics
Number of taxa: 418
Alignment length: 260
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Taxonomy

Bacteria
[] Cytophaga-Flexibacter-Bacteroides
] Planctomycetes
I Aquificaeota
[] Cyanobacteria
Il Alphaproteobacteria
Il Betaproteobacteria
[] Gammaproteobacteria
Il Others

Archaea
I Euryarchaeotas

Eukaryota
I Taxa with plastid/plastid-related organelles

[l Other eukaryotes

[Plastid donors]
[Mitochondrial donors]
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