
Figure S1. Selenocompound metabolic pathway in Klebsiella oxytoca. The diagram shows the 
enzymatic steps involved in selenocompound metabolism according to the KEGG database. Of 
all the genes comprising this pathway, only the one corresponding to the enzyme EC 2.7.9.3 
(selenophosphate synthase), indicated in color, was identified in the analyzed genome. This 
enzyme catalyzes the conversion of ATP and selenite into selenophosphate, an essential 
intermediate for selenoprotein biosynthesis. The absence of other genes in the pathway 
suggests a limited metabolic capacity for the complete processing of selenocompounds in this 
bacterial strain. 

 

 

 

 

 

  



Figure S2.  Phylogenetic trees based on aminoacid sequences of TolA in bacteria. Phylogeny 
was reconstructed by Maximum Parsimony and cluster confidence was tested by 1000 
bootstrap iterations. The amino acid sequences were aligned with Aligment 
Explorer/CLUSTALW program and the software Genetic and Molecular Evolution Analyses 
(MEGA 11). 



 

Figure S3.  Phylogenetic trees based on aminoacid sequences of TolB in bacteria. Phylogeny 
was reconstructed by Maximum Parsimony and cluster confidence was tested by 1000 
bootstrap iterations. The amino acid sequences were aligned with Aligment 
Explorer/CLUSTALW program and the software Genetic and Molecular Evolution Analyses 
(MEGA 11). 

 



 



Figure S4.  Phylogenetic trees based on aminoacid sequences of TolQ in bacteria. Phylogeny 
was reconstructed by Maximum Parsimony and cluster confidence was tested by 1000 
bootstrap iterations. The amino acid sequences were aligned with Aligment 
Explorer/CLUSTALW program and the software Genetic and Molecular Evolution Analyses 
(MEGA 11). 

  



 

Figure S5.  Phylogenetic trees based on aminoacid sequences of TolR in bacteria. Phylogeny 
was reconstructed by Maximum Parsimony and cluster confidence was tested by 1000 
bootstrap iterations. The amino acid sequences were aligned with Aligment 
Explorer/CLUSTALW program and the software Genetic and Molecular Evolution Analyses 
(MEGA 11). 


