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Supplemental Figure 1. tSNE plots with specific transcriptional markers mapped. 

 
 
Note: We identified a unique population of cells expressing high levels of caveolin-1 (CAV1) 

and modest amounts of KRT7 in two COVID-19 donor samples, labeled “unk_COVID” in Figure 

1. Expression of CAV1 has been described in both nasal and bronchial cells and is involved in 

cell proliferation and inflammation. CAV1 expression on epithelial cells could be a response to 

pulmonary injury. 
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Supplemental Figure 2. tSNE plots showing cell type distribution in donor samples from 
influenza, COVID-19, or healthy controls. 
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Please see supplementary excel files included with the manuscript: 
 
Supplemental File 1. Donor status 
 
Supplemental File 2. Cell type distribution 
 
Supplemental File 3. DE analysis for cell subtypes, all samples 
 
Supplemental File 4. DE and GO analysis for major cell types, balanced samples 
 
Supplemental File 5. CellPhoneDB 


