


Figure S2 Analysis of Viral Response and Immune-Related Genes Reveals 

Potential Antiviral Targets, Related to Figure 3 

(A) Heat map of genes highly expressed in microglia, BJ, and 293T cells, but not in 

THP-1 derived macrophages, from the analysis of “response to virus”-associated genes 

in Figure 3A. Left scale bar: 0:10 represents gene expression log2(RPKM+1) for all cell 

times. Right scale bar: -2:2 represents fold change in gene expressed between mock 

treated and ZIKV infected cells.  

(B–D) Hierarchical clustering of differentially expressed genes related to “modulation by 

virus of host gene expression” (B), “viral transcription” (C), and “viral release from host 

cell” (D) between mock-infected cells (left) and their associated fold change in 

expression after ZIKV infection (right).  

(E) Scatterplot of immune response genes showing higher expression of immune-

related genes in THP-1 derived macrophages compared with microglia cells.  

(F) Hierarchical clustering of differentially expressed genes related to “immune 

response” in mock-infected cells (top) and their associated fold change in expression 

after ZIKV infection (bottom). Also see Table 2. 
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