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Microbial identification by sequencing. The results for identification of bacteria by sequencing for each
control clothing item surveyed is displayed below in Figure S1 (abundance by genus) and Figure 52
(abundance by species). The most abundant bacterial genomic material recovered were for
Staphylobacteria, Corynebacteria, and Propioniobacteria (generally, huamn skin flora, which may have been
derived from the washing machine used).
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Figure S1. Sequence identification to the genus level of genomic material recovered from control (blank)
clothing items.
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Unique Sequence Abundance Heatmap with Clustering
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Figure S2. Sequence identification to the species level of genomic material recovered from control (blank)
clothing items.



