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Figure 4.7 Phylogeny of OlsB homologues from the genomes of the strains used to construct 
the phylogeny in Figure 4.6. Protein sequences were aligned using Metaligner (Section 2.5.2) 
and a maximum likelihood phylogenetic tree inferred using RaxML with 100 bootstrap 
replicates. Nodes with >49% bootstrap support are indicated with circles (grey: 50 – 69%; 
black: >70%). Edges are coloured according to the synteny of the genes on their descendant 
leaves, as indicated by the inset schematics. Genes in red are downstream of a nearby 
predicted BamE gene while blue indicates that the genes are immediately upstream of a 
predicted OlsA. Leaves in black matched neither of these criteria. Two sequences, 
Ga0056889_10411 from Falsirhodobacter sp. alg1 and Rhd02DRAFT_00243 from 
Marinosulfonomonas sp. PRT002, both placed within the blue “OlsB” cluster, could not be 
classified based on synteny since they were located at the end of a contig with no genes 
downstream of them. 
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