
 
Supplementary Fig. 1│Phylogenetic relationships of SdrD-like and representative 
SdrD-like predicted proteins used for aBSREL analysis. 
Maximum-likelihood phylogeny reconstructed from SdrD-related protein sequences from 
representative S. aureus clonal complexes (CCs), together with animal associated SdrD-like 
homologues and representative SdrC and SdrD proteins. Camel-derived SdrD-like 
sequences are indicated by red squares. Branch labels indicate estimated branch lengths in 
substitutions per site. The tree was used for branch-wise analysis of episodic 
diversifying selection using aBSREL. 
 


