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Supplementary Figure 1: Sequence alignments of LuxE (panel A) and LuxC (panel B) with two templates 
each that were used for the generation of homology models using the SWISS-MODEL server [80]. The 
aligned proteins are LuxE from V. harveyi (UniProt identifier B2XS33), phenylacetate-CoA ligase from 
Burkholderia cenocepacia (B4EL89, pdb 2Y4O) and acyl-CoA ligase from Bacteroides thetaiotaomicron 
(Q8AAN6, pdb 4R1L) in panel A as well as LuxC from V. harveyi (P08639), methylmalonate semialdehyde 
dehydrogenase from Bacillus subtilis (P42412, pdb 1T90) and apo indole-3-acetaldehyde dehydrogenase 
from Pseudomonas syringae (Q88BC5, pdb 5IUU) in panel B. The alignment was performed by the SWISS-
MODEL server after selecting the corresponding models and visualized using Jalview [86]. Conserved 
regions are highlighted in shades of blue, with darker hues indicating higher conservation. Colored dots 
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above these regions indicate the primary reason for conservation and are classified according to the 
legend in each panel to either structurally important elements or functional regions involved in cofactor 
binding or active site formation. 
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Supplementary Table 1: List of bioluminescent bacterial strains with available lux operon sequence 

 
* Indicates partial sequences. 

a, b (in numbering) Indicates two copies of the lux operon in the same bacterial strain. 


