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Supplementary figure 2. Irf8          mutation leads to changes in transcriptome of pDC. (A) Schematic depicting workflow for RNA 
seq data analysis. (B) KEGG pathway analysis of downregulated genes in IRF8    , outer circle represents top downregulated pathways in
 IRF8     and inner circle indicates corresponding –log   FDR value of respective KEGG pathway. Heatmaps depicting (C) upregulated and 
(D) downregulated genes in IRF8     pDCs enriched in KEGG pathway with red and green denoting up and downregulation respectively.
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