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Supplementary Text 

Link to questionnaires

The full questionnaire for Round 19 is available here: 

https://www.imperial.ac.uk/media/imperial-college/institute-of-global-health-

innovation/REACT1_Round-19_ANTIGEN-Individual-Questionnaire_March-2022.pdf 

Those for other rounds can be found here: 

https://www.imperial.ac.uk/medicine/research-and-impact/groups/react-study/for-

researchers/react-1-study-materials/ 
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Table S1A. Weighted prevalence of SARS-CoV-2 swab-positivity in rounds 18 and 19 by sex, age, region, urban/rural area, employment, and ethnic group. 
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Table S1B. Weighted prevalence of SARS-CoV-2 swab-positivity in round 18 and round 19 by household size, number of children in the household, smoking 
and vaping status, contact with a COVID-19 case, reported previous COVID-19, protective behaviours, symptom status. 
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Table S2. Multivariable logistic regression for round 19. Results are presented as Odds Ratios (95% 
confidence interval) adjusted for age and sex and additionally for region and all other variables 
(mutually adjusted OR). 
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Table S3. Proportion of each of the N=4,445 SARS-CoV-2 lineages detected in positive samples with 
at least 50% genome coverage from round 19. Results are based on 5,621 positive sequenced 
samples. 
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