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Supplementary Table 3. Pairwise weighted Robinson-Foulds tree distance estimates between the phylogenetic 

trees reconstructed using the WGS analysis methods for NmB and NmC isolates used in this study. Phylogenetic 

trees inferred from SNIPPY, Parsnp and Roary were corrected for homologous recombination using 

ClonalFrameML. 

 

 

NmB Phylogenetic 
trees 

    

 SNIPPY Parsnp Roary cgMLST 

Parsnp 0.1481    

Roary 0.1415 0.00294   

cgMLST 5.5085 4.4961 4.4963  

kSNP 4.1821 4.1695 4.1695 0.6192 

     

NmC Phylogenetic 
trees 

    

 SNIPPY Parsnp Roary cgMLST 

Parsnp 0.0026    

Roary 0.0020 0.0009   

cgMLST 2.0464 2.0450 2.0454  

kSNP 2.0933 2.0919 2.0924 0.3624 


