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Validation

A sample size of 10,000 was chosen so that we would expect to observe at least 10 episodes of seroprevalence for rare infections (up to 0.1%
prevalence in the UK) without making an assumption about the true underlying prevalence using existing literature.

Of the total 10,110 serum samples assayed, 29 samples (0.3%) were excluded from analyses (1 highly viscous serum, 8 pipetting errors, 8
were incorrectly diluted and 11 with insufficient bead counts at the reading step) or samples initially destined for repeat assessment samples
invalidated due to other errors (n=2). All remaining samples were included in downstream analyses.

Of the remaining samples 9,695 represented study participants, 107 were blind-spiked duplicates, and 277 were repeat assessment encounter
samples (n=277). The complete analyses of these duplicates are included in the manuscript and Supplementary Materials. We observed
excellent levels of coefficients of variation in he blind-spiked duplicates when looking at seropositives only (<=12%).

The 10,000 serum samples were selected from the total UKB sample-set at random using the sample extraction methods described in the
document that may be found here: https://biobank.ndph.ox.ac.uk/ukb/refer.cgi?id=5636.

Formal blinding was not required in our proposed study design. Measuring the serological antibody responses would generate novel data and
the samples were always completely anonymised therefore blinding was inherent in the study design.

The only commercially available antibody used in the study was the secondary antibody, a biotinylated goat anti-human IgG/IgM/IgA
antibody (109-065-064, Jackson ImmunoResearch).

No primary antibody directed against viral or bacterial pathogens was used in the study.




