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Supplemental Figures S1 – S3 

Supplemental Figure S1: A maximum-likelihood (ML) phylogenetic tree computed with RAxML 

based on 159,572 SNP positions identified in the 612 Brucella genomes using the NASP pipeline. 

Branch coloration highlights bootstrap values as indicated in the legend  
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Supplemental Figure S2: Minimum spanning tree (MST) calculated for 37 B. melitensis genomes 

with known epidemiological relation using the B. melitensis-specific core genome MLST targets (n= 

2,704). The MST was generated using Ridom SeqSphere v07 with missing values being ignored in 

pairwise comparisons. Unique cgMLST profiles are represented with circles. The colors of the circles 

represent the genetic group of strains, while the circle size is related to the number of genomes 

assigned in each cgMLST genotype. The number of different alleles between cgMLST profiles is 

indicated on the connecting lines between the circles. The solid and dashed connecting lines represent 

allele differences below and above 10, respectively. Clusters were identified based on fewer than 

three allele mismatches and highlighted with grey shaded areas.   
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Supplemental Figure S3: A maximum-likelihood (ML) phylogenetic tree computed with RAxML 

for the 1,322 Brucella genomes. Branch coloration highlights bootstrap values as in Fig S1. 
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