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Since case data is more structured than wastewater, and we have an
abundance of sequences from cases, we explored the diversity of
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Figure 4. Distribution of column entropy. More

lumn three exhibit higher entropies
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Wastewater surveillance is commonly used as a tool for disease

monitoring.
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Figure #2
Figure 2A. Heatmap of sample collection frequency.

Figure 2B. Heatmap of sample sequence frequency

Not only was wastewater data not collected every week at all sites
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, but the sequencing frequency was even less, with
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some sites having no samples sequenced.
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