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All manuscripts must include a data availability statement. This statement should provide the following information, where applicable:

- Accession codes, unique identifiers, or web links for publicly available datasets
- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Ethics oversight
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Ecological, evolutionary & environmental sciences study design
All studies must disclose on these points even when the disclosure is negative.

Study description

Research sample

Sampling strategy

Data collection

Timing and spatial scale

In compliance with the NIH RADx-rad Data Coordination Center (DCC) requirements, the raw sequencing data was submitted to the Sequence Read Archive (SRA).
The wastewater samples were annotated with the rich metadata and the sequencing information (fastq files) was included in the submission. The submitted data
can be found in the SRA under the accession PRJNA946141. Source data are provided with this paper. Patient data used in Figure 1 are described in the following
manuscript, Carattini et al(Carattini et al. 2023). Furthermore, the metadata associated with the wastewater samples’ sequencing data was extracted from the
Illumina operational files, validated, organized, and submitted to the NIH data hub via DCC [https://radx-hub.nih.gov/home], where the SF-RAD data is associated
with the dbGaP study accession phs002525.v1.p1. The metadata standards specifications used to describe the data were developed in collaboration with the SF-
RAD members and the DCC and formally defined and registered at FAIRsharing.org. Additional processed files (e.g., taxonomic abundance matrices) are available at
https://figshare.com/projects/Geospatially-resolved_public-health_surveillance_via_wastewater_sequencing/198412.
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The sharing of clinical data for internal research purposes was approved by the University of Miami IRB (IRB ID: 20210164,
MOD000010222). In addition, at the county level, the Florida Department of Health documented positive COVID-19
detections by zip code and this data was provided to the research team through delegation of the above IRB. Given the
availability of clinically-based data, the wastewater sample collection program was designed to provide a population match
between clinical data and populations contributing wastewater to a specific wastewater sampling location. The clinical data
described in this study was collected and published as part of another study (https://www.mdpi.com/1999-4915/15/3/593).
The data itself was collected without an IRB (as the samples were permanently de-identified and unlinked from subjects and
used for surveillance purposes only), however our team decided to include extant data itself in our proposed wastewater IRB.
It was approved by UMiami IRB (IRB Study Number: 20210464, Version 10). We did not get informed consent for clinical data
because the data was provided after the fact and published elsewhere. The approving IRB determined informed consent was
not necessary for these samples.

Wastewater samples were collected and sequenced over two years in Miami Dade County.

Research samples were wastewater collected directly from sewer lines. Each samples represents the collective sewage waste from
the population upstream of said sewer lines.

No sample size calculation was performed; samples were collected based on ability to access sites.

Sample collection volumes were 2 liters with the first liter being used for water quality analyses in the field (pH, water temperature,
dissolved oxygen, specific conductivity, and turbidity). Sampling data was recorded electronically by manuscript authors.

Samples were collected weekly from September 30, 2020 through September 21, 2022. Sampling sites included sewer holes from




