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Details on hypergeometric function computation

Hypergeometric functions were computed in MATLAB (The MathWorks Inc., 2023), and a
lookup table was generated and imported into R to use in risk characterization. For adenovirus,
the hypergeometric function predicted that risk was equal to 1 at a dose of 4565.4 gene copies.
For norovirus and Campylobacter, at high doses that were outside of the range of the lookup
table (upper limit of 5,000), the hypergeometric function was linearized and that linear equation
was used to compute the probability of infection. R2 values of this linearization were 0.998 for
both norovirus and Campylobacter. The dose at which the probability of illness was equal to 1
was found so and added as a limit so that the probability of illness could not exceed 1 for any
dose of pathogen.
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https://www.zotero.org/google-docs/?V7InJK


Figure S1. Estimated risk from norovirus and Campylobacter, setting concentrations of
adenovirus and Salmonella equal to 0. The median Pill is 0.15, or 15%, as compared to the
median Pill including adenovirus and Salmonella of 0.19, or 19%.
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Figure S2. Box plots of log10-transformed probability of illness versus log10-transformed
stormwater fraction zoomed into stormwater fractions between 0.16 and 0.2. The horizontal line
in the box represents the median, the bottom and top of the box represent the 25th and 75th

percentile, and the top and bottom whiskers represent Q3 + 1.5*IQR and Q1 - 1.5*IQR,
respectively. Each box plot represents 10,000 model runs from the Monte Carlo simulation. The
red dashed line represents the log10-transformed risk threshold of 32/1000 illnesses.
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