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Fig. SI-1. Hierarchical clustering analysis of isolated Pseudomonas species. A total of 51 

genomes were selected for this analysis which was run based on COG profiles using the img/er 

workflow. 

 



 

2 

 

             

             

  

 

 

 

             
             
             

A 

B 

C 



 

3 

 

             
    

D 

E 

F 



 

4 

 

             
             
             
             
             
             
             
             
             
             
             
             
              

Fig. SI-2. Operonic structures of key denitrification genes identified in Pseudomonas alcaligenes 

OT69, Pseudomonas stutzeri MF28 and Pseudomonas aeruginosa WC55, relative to their closest 

relatives. Shown are nitric-oxide reductase subunit B in strain OT69 (2A); nitric-oxide reductase 

subunit B, subunit C and a nitrite reductase in strain MF28 (2B-D); strain WC55 also possessed 

these genes, which are the nitric-oxide reductase subunit B, subunit C and a nitrite reductase (2E-

G), respectively.  
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Fig. SI-3. Biosynthetic gene cluster analysis performed on isolated Pseudomonas species. Shown 
are A, Pseudomonas alcaligenes OT69; B, Pseudomonas stutzeri MF28 and C, Pseudomonas 
aeruginosa WC55, respectively. 
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Fig. SI-4. Evaluation of the resistome or the suite of antimicrobial resistance genes within the 

genomes of the three isolated pseudomonads using the CARD pipeline. Shown are A, 

Pseudomonas alcaligenes OT69; B, Pseudomonas stutzeri MF28 and C, Pseudomonas 

aeruginosa WC55, respectively. 

 


