
 

Figure S1. cgMLST trees differentiate unrelated reference genomes of same ST (in red) from outbreak 

isolates. 

  

* P value < 0.05 



 

 

Figure S2. Pairwise comparison of cgMLST allele differences (x-axis) to SNVs (y-axis) for all four 

outbreaks show correlations for both hqSNV (SNVPhyl) and k-mer SNV (kSNP) pipelines. 



Table S1. P. aeruginosa cgMLST Allele Counts Found in P. aeruginosa Group Reference Genomes  

 

  



 

 

 

 

 

 

 

 

  

 

  

Table S2. Comparison of cgMLST Trees Generated by Neighbor Joining (NJ) or Unweighted Pair 

Group Method with Arithmetic mean (UPGMA) Methods to hqSNV Trees  

* P value < 0.05 



Table S3. Description of Outbreaks and Comparison of cgMLST to PFGE Trees 

 
             

             

             

             

             

             

             

             

             

             

   

  

* P value < 0.05 



Table S4. Recombined Alleles in Outbreaks 

 

  



Supplemental Spreadsheet Descriptions 

Spreadsheet S1. Complete P. aeruginosa genomes used to build cgMLST scheme. 

Spreadsheet S2. Descriptions of 4400 genes making up cgMLST scheme. The counts of unique, 

missing, and multiple copy alleles as well as the Z-scores are from the 2049 P. aeruginosa 

genomes from RefSeq included in the study. 

Spreadsheet S3. Descriptions of 2049 P. aeruginosa genomes from RefSeq used in study. 

 


