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Supplemental Figure 1: Gene Validation. Taqman expression assays were done on (A) BST2 (B) IFITM1 (C) IGJ 
and (D) MX1. Statistical signficance was determined using one-way ANOVA. Error bars show the standard error of 
the mean (*, p<0.05 compared to 0 DPI).
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Supplemental Figure 2: ImmGen heatmap showing the expression profile of the genes up-regulated 3 days post infection (DPI) across different immune cell populations. Each row represents a gene and a corresponding microarray ID 
and columns represents an immune cell type and study. Colors represents expression levels where red indicates the likelihood that the gene of interest is highly expressed by a specific cell type and blue represents low expression.
Cluster 1 shows genes involved in the cell cycle (e.g. Top2a, BUB1, CEP55) mapping to B cells, dendritic cells and T cells. Cluster 2a,b shows genes that are highly expressed in macrophages (ADAMDEC1, IgJ, IFI44, CXCL9 and 
CXCL10). Cluster 3a,b shows genes SAMD3, GZMB and GZMA highly expressed by NK cells. Cluster 4 shows antiviral genes DDX60, OAS2 and RSAD2 highly expressed by neutrophils.
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Supplemental Figure 3: ImmGen heatmap showing the expression profile of the immune genes up-regulated 7 DPI across different immune cell populations. Each row represents a gene and a corresponding microarray ID and 
columns represents an immune cell type and study. Colors represents expression levels where red indicates the likelihood that the gene of interest is highly expressed by a specific cell type and blue represents low expression. Gene
clusters 1a,b show antiviral genes (MX1 and IFIH1), immune homeostasis genes (CD274 and PDCD1LG2) and genes involved in apoptosis (TNFAIP3 and BIRC3) highly expressed by DCs. Cluster 2 highlights a cluster of genes
highly expressed in the macrophages that are involved in the proinflammatory response such as CD86, IL-1β and CCR1. Cluster 3 shows antiviral genes (OAS2 and RSAD2) and proinflammatory genes (TNFSF13B and IL1RAP)
primarily expressed in neutrophils. Cluster 4 shows highly expressed genes shared by B and T cells (e.g. RRM2, KPNA1 and EZH2). Cluster 5 shows genes GZMA and GZMB are highly expressed by NK and T cells. Clusters 6a,b 
shows genes highly expressed by stromal cells, many of which are also involved in proinflammation (e.g. CCL1, CXCL1, CXCL9, CXCL10 and IFITM1).
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Supplemental Figure 4: ImmGen heatmap showing the expression profile of the genes up-regulated 10 DPI across different immune cell populations. Each row represents a gene and a corresponding microarray ID and columns 
represents an immune cell type and study. Colors represents expression levels where red is  indicates the likelihood that the gene of interest is highly expressed by a specific cell type and blue represents low expression. Cluster 1 shows
a large number of genes involved with the cell cycle (e.g. CCNB1, KIF11, TOP2A, SPAG5 and CENPF) that are highly expressed by T cells and B cells. Cluster 2 shows genes highly expressed by macrophages (CD163, IL-18, CCR1 
and CXCL9). Cluster 3 shows genes that are highly expressed by NK cells and T cells (GZMA, GZMB, CCR2 and CCL5). Cluster 4 shows genes highly expressed by T cells (CD96, CD3D, and CD2).
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