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inﬂuenza pandemics Of 1957; 1968 and Figure 2: Regions of interest (ROIs) and the associated pathology selected

20091 for further analysis. A) H & E staining of the lungs of three 1918 influenza
victims. The ROls selected for subsequent analysis are shown. B) Schematic
representation of the different lung samples (left column), the observed

 (Can spatial transcriptomics and proteomics pathology (middle column) and the selected ROIs (right column).
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