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Supplementary Figure 1 The rarefaction curve of upper respiratory bacterial profile in 4 groups.
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Supplementary Figure 2 Linear discriminant analysis Effect Size (LEfSe) analysis of bacterial profiles in 3 groups. (a) A cladogram of the differentially

enriched taxa (LDA scores > 4 and P<0.05). (b) The bar graph shows the LDA scores of significantly enriched taxa (influenza = purple, COVID-19 = green,

and Non-Flu & COVID-19 = orange).



