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* We uploaded content into a publicly accessible online portal
at “Our Wastewater Footprint”:
https://www.disl.edu/research/wastewaterfootprint/

Metadata analysis

* Metadata were downloaded for analysis by form field (e.g.
“indicator type”, “method of detection”, “organization”, etc.).

* Plots were created using the “ggplot” function in RStudio,

and spatiotemporal maps were created in ArcGIS Pro.
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 MST data have been collected within four major indicator
categories, including bacterial, viral, genetic, and chemical.

 Data date back to 1953, with nutrients being the most
consistently available indicator, classical indicators fecal
coliforms and E. coli prominent after 1990, and newer genetic

indicators in use as of the mid-2000s.
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