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Figure S1. FakB3 conservation in Firmicutes and S. aureus 2CCA-1 sensitivity.  
(A) Phylogenetic analysis of FakB3 homologues across Firmicutes. The evolutionary history was inferred by using the Maximum Likelihood method based on the JTT matrix-
based model (Ref 1). The tree with the highest log likelihood (-26962,99) is shown. Initial tree(s) for the heuristic search were obtained automatically by applying Neighbor-
Join and BioNJ algorithms to a matrix of pairwise distances estimated using a JTT model, and then selecting the topology with superior log likelihood value. The tree is drawn 
to scale, with branch lengths measured in the number of substitutions per site. The analysis involved 90 amino acid sequences. There was a total of 359 positions in the final 
dataset. Evolutionary analyses were conducted in MEGA7 (Ref 2). * For Staphylococcus pasteuri, only one strain in this species got the hit, where the other strains across this 
species lacks FakB3, indicating the strain might be incorrectly annotated. Extensive horizontal gene transfer between Gemella and Streptococcus genus has been described 
(Ref 3), potentially explaining fakB3 presence in the only genus of the Bacillales order. (B) Sensitivity of S. aureus to 2CCA-1 in supplemented BHI medium. Experimental 
conditions are described in the Supplemental Materials and Methods. Arrow indicate timepoint of treatment. Avg +/- SD of triplicate treatment in one representative 
biological experiment are shown. 
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