Table S1. Number of different haplotypes observed in the set of 66 specimens for each of the 52

markers in the TAS panel.
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Figure S1. Hierarchical cluster dendrogram generated from a distance matrix including haplotype
results from the 66 clinical specimens included in this study and 40 WGS assemblies available at NCBI.
Accession numbers are used to label the WGS assemblies. The 31 clusters resulting from partitioning
the dendrogram are denoted by either a bracket or by a dot for clusters containing a single sample.
Font colors denote the specimens that cluster together based on partitioning the dendrogram without
the WGS assemblies included (Figure 1A). Specimen collection locations are noted.
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