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Figure S1: UPLC-MS chromatograms filtered for identified compound masses. 
 
Figure S2: Distribution of PtaA homologs.  
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Figure S1: UPLC-MS chromatograms filtered for identified compound masses. The identified 
compounds (1) and (3)-(6) could be separated employing a shallower gradient for separation. The Peak at 
2.91 min in the chromatogram of compound (4) is due to superposition of the isotope-peak of compound 
(3). The data indicates, that all identified compounds are genuine and not artifacts of MS. 
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Figure S2: Distribution of PtaA homologs. Note that (with application of a strict cut-off) PtaA homologs occur in α- and γ-proteobacteria as well 
as in acidobacteria. The amino acid sequence-based tree does certainly not represent a phylogenetic relation of the listed strains. 
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