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Pearson's correlation. Association between continuous and categorical data were tested using Wilcoxon rank sum test.

CLC genomics workbench (version 20.0.3, Qiagen, Hilden, Germany) was used in combination with the microbial genomics module (version
20.0.1, Qiagen, Hilden, Germany).

HALO Software version: 3.0.311.167

The datasets generated and analysed during this study can be accessed in GEO (accession number GSE151764) and are available from the corresponding author
upon request. The GEO dataset with the accession number GSE151764 is now publicly available:

https://www.ncbi.nlm.nih.gov/gds/?term=GSE151764[Accession]

The hyperlink for the NCBI Reference Sequence Database (https://www.ncbi.nlm.nih.gov/refseq/) is provided in the Methods section.

List of figures that have associated raw data: Figure 1a, raw data shown in Supplementary Table 3.

A complete data availability statement is provided in the manuscript.

All COVID-19 lung autopsy tissues obtained from two institutions (Cantonal Hospital Baselland, Liestal, and University Hospital Basel,
Switzerland) between March 9th and April 14th 2020 were included into the study. In spite of the limited sample size (n=34), unsupervised
analysis resulted in discovery of two cateogries with highly significant differences based on ISG expression and immune cell infiltration of
tissues. Therefore we consider the sample size sufficient for the conclusions made in this study.

For comparison of ISG-high and ISG-low patterns, 3/34 COVID-19 lung samples were not taken into account since they did not fall into either
of these categories. The exclusion criteria were not pre-established. When we performed our analysis, we realized that 3 samples were
outliers as they did not cluster with the other COVID-9 lung samples. Therefore we mention that these 3 outlier samples cluster in the group
of normal samples, and, as mentioned in the Results and in Figure Legend 1, these 3 samples were not taken into account when comparing
the lung samples of the ISGhigh and ISGlow groups.

Data were not replicated with an independent COVID-19 autopsy cohort, because none is available at this point in time.

All COVID-19 autopsies from our institutions were taken into account without randomization.

Histology was evaluated by at least three board-certified pathologists (VK, VZ, NW) in a blinded fashion. Blinded quantification of
immunohistochemistry was done in an automated fashion. For evaluation of histology, data collection and analysis, all pathologists were
completely blinded to group allocation.




