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Study description

Research sample

Sampling strategy

grid,

gt,

gtsummary,

here,

Hmisc,

ipumsr,

janitor,

kableExtra,

knitr,

patchwork,

piggyback,

purrr,

reshape2,

rmarkdown,

rstanarm,

scales,

socialmixr,

survey,

tictoc,

tidybayes,

tidymodels,

tidyverse,

viridis

These can be obtained from the MRAN archive corresponding to December 11, 2020 (https://mran.microsoft.com/) or automatically by using
the Docker image we release with our code.

We also used specific versions of the packages autumn and kableExtra:

aaronrudkin/autumn@661698712a44c6a674756e707e5c1cf8751bbb1e,

haozhu233/kableExtra@c3c96bb3c5213781d9db3ef66db5e64d52f1f213

These can be installed in R using, for example,

devtools::install_github("aaronrudkin/autumn@661698712a44c6a674756e707e5c1cf8751bbb1e")

The data we collected and analyzed for this paper are available from the Harvard Dataverse (https://doi.org/10.7910/DVN/M74AJ4).

To replicate our comparisons to Prem et al (2017), you must download this data from https://doi.org/10.1371/journal.pcbi.1005697.s002. The contact matrix for
the US (for all locations) is available in a tab in the `MUestimates_all_locations_2.xlsx` file in the downloaded folder.

The POLYMOD data can be downloaded using the R package socialmixr (https://github.com/sbfnk/socialmixr)

We collect multiple waves of survey data; this is a quantitative, repeated cross-sectional design

In order to estimate rates of interpersonal interaction among people in the US, we interview US adults using an online panel with a
quota sample. We have an oversample of respondents from the same online panel in six US cities. Our quota sample design produced
respondents whose distribution is proportional to the US national population in terms of age and sex. This is important to ensure that
we can study patterns of interpersonal contact by age and sex. We further use calibration weights to improve the representativeness
of our sample.

We use a quota sample from an online panel.




