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Integrated histopathology, spatial and single cell transcriptomics

resolve cellular drivers of early and late alveolar damage in COVID-19
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Supplementary Data 1: COVID-19 patient metadata used for snRNA-seq / RNAscope.
Supplementary Data 2: Datasets used for generation of COVID-19 sc-/snRNA-seq object.
Supplementary Data 3: Cell state abbreviations.

Supplementary Data 4: Cell state differential gene expression analysis. Differentially expressed
genes were calculated using the Wilcoxon Rank Sum Test with Benjamini-Hochberg adjustment.
Supplementary Data 5: EdgeR Pseudobulk analysis of sc-/snRNA-seq data (COVID-19 vs. Healthy /
cell state). Differentially expressed genes were calculated using QLF (Quasi-Likelihood F-test).
Supplementary Data 6: MSigDB Pathway enrichment analysis in EP.AT1 (COVID-19 vs. Healthy /
cell state).

Supplementary Data 7: MSigDB Pathway enrichment analysis in EP.AT2 (COVID-19 vs. Healthy /
cell state).

Supplementary Data 8: COVID-19 patient metadata used for WTA profiling.

Supplementary Data 9: EdgeR Pseudobulk analysis of EDAD vs ODAD spatial WTA. Differentially
expressed genes were calculated using QLF (Quasi-Likelihood F-test). P values were adjusted for
multiple comparisons using the Benjamini-Hochberg method.

Supplementary Data 10: EdgeR Pseudobulk analysis of EDAD vs PRES spatial WTA. Differentially
expressed genes were calculated using QLF (Quasi-Likelihood F-test). P values were adjusted for
multiple comparisons using the Benjamini-Hochberg method.

Supplementary Data 11: EdgeR Pseudobulk analysis of ODAD vs PRES spatial WTA. Differentially
expressed genes were calculated using QLF (Quasi-Likelihood F-test). P values were adjusted for
multiple comparisons using the Benjamini-Hochberg method.

Supplementary Data 12: EdgeR Pseudobulk analysis of MDAD vs PRES spatial WTA. Differentially
expressed genes were calculated using QLF (Quasi-Likelihood F-test). P values were adjusted for
multiple comparisons using the Benjamini-Hochberg method.

Supplementary Data 13: SVG format of Supplementary Figure 1D.



