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Figure S2. The tetracycline repressor gene tetR(C) is highly conserved across genera. Shown is the 
unrooted Maximum Likelihood (ML) phylogenetic tree of tetR(C) for a number of tetracycline resistant 
bacteria (NCBI, BLASTN search, identity cover: 98%) and ten C. suis strains, which correspond to two 
separate clades (Clade 1: red; Clade 2: green) and H7 (blue).  



Figure S3. Phylogeny of invasin gene of C. suis and C. caviae. Shown is the unrooted Baysian 
phylogenetic tree of the chlamydial invasin gene that is found only in C. suis and C. caviae.  




