Supplementary Figure 1: Whole genome sequence alignment of genotype D reference (NJ1) and four outbreak

isolates (GA1, VA1, VA2, VA3).
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Supplementary Table 1. Detailed information on all single nucleotide polymorphisms (SNPs) identified between

the four outbreak isolates and reference sequence NJ1.
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Variant Impact Gene ID
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Gene Symbol Gene Product
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B712_RS02400 .
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hypothetical protein

translation initiation factor IF-2
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hypothetical protein
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