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- Accession codes, unique identifiers, or web links for publicly available datasets
- A list of figures that have associated raw data
- A description of any restrictions on data availability
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Sequencing data after mapping to SARS-CoV-2 reference genome (Genbank: MN908947.3) have been deposited in the Sequence Read Archive (SRA) under
bioproject PRJNA614504. All sequences have also been uploaded to Global Initiative on Sharing Avian Influenza Data (GISAID). Associated GISAID accession numbers
can be found in supplemental information. Derived data, analysis pipelines, and figures have been made available for easy replication of these results at a publicly-
accessible GitHub repository: https://github.com/gagekmoreno/SARS-CoV-2-in-Southern-Wisconsin.

We obtained a county-level map of Wisconsin from the State Cartographer's Office (https://www.sco.wisc.edu/maps/wisconsin-outline/). We obtained Wisconsin
county-level COVID-19 cumulative case data from the Wisconsin Department of Health Services COVID-19 dashboard (https://data.dhsgis.wi.gov/datasets/covid-19-
historical-data-table/, https://cityofmadison.maps.arcgis.com/apps/opsdashboard/index.html#/e22f5ba4f1f94e0bb0b9529dc82db6a3, and https://
county.milwaukee.gov/EN/COVID-19). All Dane and Milwaukee county demographic data came from the Wisconsin Department of Health Services Data & Statistics
(https://www.dhs.wisconsin.gov/stats) or the U.S. Census Bureau QuickFacts table (https://www.census.gov/quickfacts/fact/table/).

All sequences have been uploaded to GISAID and GenBank. Associated accession numbers can be found in supplementary information 1 file.

This study was not designed prospectively. We included all SARS-CoV-2 sequences originating from samples collected in Dane County from 14
of March through 18 of April (n=122) and all sequences originating from samples collected from Milwaukee County from 15 of March through
25 of April (n=125). We did not predetermine sample sizes, rather we established a sampled collection period and included all sequences
which were available and sequenced in this time period. Sample sizes were determined as the absolute number of consensus sequences
available throughout the determined time period.

No data were excluded here. We included all high-quality consensus sequences generated from the established sampling period (14 March
through 25 April ) originating from the counties of interest (Dane County and Milwaukee County).

All raw sequence data are available on GISAID and GenBank (supplemental information 1) and all code used to manipulate these data are
available at https://github.com/gagekmoreno/SARS-CoV-2-in-Southern-Wisconsin. Bootstrap analysis was conducted on phylogenetic tree
approximation. 1000 bootstraps were achieved successfully. Each introduction analysis was supported by 100 bootstrap replicates. Each
BEAST analysis was run in duplicate for at least 3 million states in BEAST2 and was further confirmed by a sensitivity analysis.

Experimental randomization was not applicable to this study. Sequences were grouped by collection date and geolocation.

Binding was not applicable to this study. Sequence metadata were uploaded to public repositories in as real-time as possible to facilitate open
data sharing in the setting of global pandemic.




