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Supplementary Figure 5. Community-scale integration of sequencing and cytometry datasets. Related to Figure 5.

(a) UMAP visualization of integrated scRNA-seq profiles from human PBMC. Same as in Fig. 5a, but split into cells from healthy con-
trols, or samples associated with mild, moderate, and severe COVID. Activated B cells are at sharply reduced frequency in the healthy
control samples (which were also depleted for granulocytes). Activated granulocytes are observed primarily in moderate and severe
COVID samples. (b) Same as Fig. 5b, but showing cell type-specific responses that correlate with disease severity for eight additional
cell states. Each column represents a pseudobulk average from one of 506 individuals. Expression of the module is correlated with dis-
ease severity within the individual, which is indicated by the color scale above the heatmap.
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Supplementary Figure 6. Heatmap of reproducible gene expression markers in human PBMC cell states. Relat-
ed to Figure 5.

Heatmap showing the top transcriptional markers of 30 cell states that are consistent across multiple studies. Each
column represents a pseudobulk average of all cells from a single cell type and single study. The top ten markers are

shown for each cell state.
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