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Supplementary Fig. 1. Analysis of scRNA-seq data for individual mice. a, Pie charts showing the 

contribution of each mouse (color code) to each of the combinations of cell type and activation state 

(individual pie charts) as identified in Fig. 8a. b, Pie charts showing the fraction of each combination of 

cell type and activation state (color code, as in Fig. 8a) for all the annotated cells of each mouse 

(individual pie charts).  
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Supplementary Fig 2. Strategy and parameters used for the computational analyses of the FB5P-

seq single cell RNA sequencing dataset.  
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Description of Supplementary Table. The first spreadsheet gives the absolute numbers of DC types in 

the spleen early during MCMV infection. These data are derived from the spectral flow cytometry 

experiments. For each spleen, the percentages of each DC type within the live cell spectral flow cytometry 

gate was retrieved from the analysis illustrated in Extended Data Fig. 5 and multiplied by the absolute 

number of viable cells. Statistical analyses were performed with unpaired t test. The second spreadsheet 

gives the antibody panels used for the immunohistofluorescence (IHF) analyses, for each of the 

corresponding figure. The subsequent spreadsheets give the metadata for the single cell RNA 

sequencing experiment. Specifically, the third sheet lists the names of each of the following sheets and 

describes their content. The fourth sheet indicates, for each cell, the experimental condition (“timepoint”), 

the identity of the mouse it was isolated from (“mouse_ID”), its initial sorting phenotype, the results of the 

quality controls, its belonging to Seurat or Rphenograph clusters for the different analyses performed, its 

final assignment to a DC type and activation state, and its fluorescence intensity for the cell surface 

markers used for sorting. Gene markers for Seurat clusters, and the lists of genes differentially expressed 

between Seurat clusters or sub-clusters, according to the different bioinformatics analyses performed, are 

given in the following spreadsheets, as are the signatures used for the CMAP analyses, as listed and 

described in the third sheet. 




