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Figure S1. Map of sampling sites for detection of C. difficile and cryptic lineage isolates in
environmental samples in Flagstaff, Arizona, USA. Triangles denote water samples; circles
denote soil samples. Samples from which cryptic lineages were isolated are highlighted in blue.
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Figure S2. Breadth of coverage values obtained from mapping sequencing reads for all genomes
sequenced as part of this study to extrachromosomal elements.
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Figure S3. Dendrogram displaying relationships of extrachromosomal elements based on

pairwise MASH distances.
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Figure S4. A) Phylogeny of near-full-length 16S rRNA sequences. B) Phylogeny of ~300bp V4
region of the 16S rRNA gene.
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Figure S5. A) Phylogeny of near-full-length rpoB gene sequences extracted from genome
assemblies. B) Phylogeny of 300bp region of the rpoB gene identified by Phylomark as a potential
marker suitable for delineating cryptic species.
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