
 
Supplementary Figure S1. Phylogenetic tree inferred by TYGS for type strains with highest 

genomic similarity scores (MASH algorithm) to s2, s10, s15, s20 strains. P. putida, P. 

fluorescens are added manually. 

  



 
Supplementary Figure S2. Phylogenetic tree inferred by TYGS for type strains with highest 

16S similarity scores to s2, s10, s15, s20 strains. P. putida, P. fluorescens are added manually. 

 

 

 

 

  



 
Supplementary Figure S3. Phylogenetic tree inferred by TYGS for type strains with highest 

genomic similarity scores (MASH algorithm) to s3 strain. 

 

 

 
 

Supplementary Figure S4. Phylogenetic tree inferred by TYGS for type strains with highest 

16S similarity scores to s3 strain. 

  



 

 
 

Supplementary Figure S5. Phylogenetic tree inferred by TYGS for type strains with highest 

genomic similarity scores (MASH algorithm) to s4, s23 strains. 

  



 
Supplementary Figure S6. Phylogenetic tree inferred by TYGS for type strains with highest 

16S similarity scores to s4, s23 strains. 



 

 

Supplementary Figure S7. Phylogenetic tree inferred by TYGS for type strains with highest 

genomic similarity scores (MASH algorithm) to s5 strain. 

 

 

 
Supplementary Figure S8. Phylogenetic tree inferred by TYGS for type strains with highest 

16S similarity scores to s5 strain. 

 

  



 

 

 
 

Supplementary Figure S9. Phylogenetic tree inferred by TYGS for type strains with highest 

genomic similarity scores (MASH algorithm) to s9 strain. 

 

 
 

Supplementary Figure S10. Phylogenetic tree inferred by TYGS for type strains with highest 

16S similarity scores to s9 strain. 
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Supplementary Figure S11. Phylogenetic tree inferred by TYGS for type strains with highest 

genomic similarity scores (MASH algorithm) to s12 and s17 strains. 

 

 

 
Supplementary Figure S12. Phylogenetic tree inferred by TYGS for type strains with highest 

16S similarity scores to s12 and s17 strains. 

 

 

 



 
Supplementary Figure S13. Phylogenetic tree inferred by TYGS for type strains with highest 

genomic similarity scores (MASH algorithm) to s13, s14 and s22 strains. 

 

 

 
Supplementary Figure S14. Phylogenetic tree inferred by TYGS for type strains with highest 

16S similarity scores to s13, s14 and s22 strains. 

 


