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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.
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Klebsiella sp. 20 CIP Kleb (WP 428933335.1)
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70 Salmaonella enterica subsp. enterica serovar Typhi (WIT29263.1)
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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).
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Klebsiella pneumoniae (GKJE0431.1)
Klebsiella quasipneumoniae (BBVE1866.1)
Klebsiella michiganensis (BBW77546.1)
Klebsiella oxytoca (GJK94683.1)
Klebsiella aerogenes (BBS13227.1)
Enterobacter mori (Q2XM23165.1)
Escherichia marmotae (RDS23394.1)
Shigella flexneri (POR93445.1)

Shigella boydii (PHU93895.1)

Escherichia coli (TKZ09758.1)

Shigella sonnei (PHUGTE55.1)

Salmonella enterica subsp. enterica serovar Typhimurium (PAX62017.1)

0o

100
100 | &g

EHQ y .
o]0 IOPPFPPPPrPrrh

]
oo
&
5]

3

100 Salmaonella enterica subsp. enterica serovar Paratyphi A (ATF62039.1)
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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 alighed with Aligment
Explorer/CLUSTALW program and the software Genetic and Molecular Evolution Analyses
(MEGA 11).
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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).
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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 alighed with Aligment
Explorer/CLUSTALW program and the software Genetic and Molecular Evolution Analyses
(MEGA 11).



