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The Vo' cluster (defined as residents of Vo’ or nearby countryside settlements) comprises 3,329 subjects. We conducted a serological and
nasopharyngeal swab survey in this population in May 2020, and tested 2,602 (78.2%) subjects. We found no swab positive subject and 162
(6.2%) subjects testing positive by at least one serological assay. In November 2020, we conducted a second serological and nasopharyngeal
swab survey among the subjects who tested positive by May (either by PCR, any antibody assay or T-cells) and tested 156 subjects.

We did not conduct a sample size calculation and aimed to enroll as many subjects as possible.

We did not exclude any data from the analysis.

We validated the sensitivity and specificity of the serological assays used in our analysis through in-house validation experiments, as reported
in Padoan et al, EBioMedicine. 2020; 62:103101, https://doi.org/10.1016/j.ebiom.2020.103101. Detection of SARS-CoV-2 RNA was performed
by an in-house real-time RT-PCR method performed at the Clinical Microbiology and Virology Unit of Padova University Hospital; we used the
same method described in our previous study (Lavezzo et al., Nature, 2020, 584, 425–429, https://doi.org/10.1038/s41586-020-2956-7),
which demonstrated 100% agreement with the assay validated by the National Reference Laboratory at the Italian Institute of Health (Istituto
Superiore di Sanità). Each sample was analysed once with every serological and molecular assays.

We conducted an observational study, randomization is not relevant. In the May 2020 survey, we aimed to enroll as many study participants
as possible, regardless of the PCR results obtained in the previous surveys conducted in February and March 2020. In the November 2020
survey, we aimed to enroll as many PCR and/or seropositive subjects as possible.

We conducted an observational study, blinding is not relevant.

Vero cells were acquired directly from ATCC, RRID=CVCL_0574.

No authentication procedures were performed outside the quality controls done by ATCC.

The cell line was not tested for mycoplasma contamination (ATCC declares that contamination was not detected).
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