Supplemental material
Figure legend
Supplementary Figure 1. Quality validation of the RNAseq data from each sample
A Gene expression distribution of the RNAseq results from each sample. B Heatmap of the RNAseq data correlation between each sample with the Pearson method.

Supplementary Figure 2. KEGG pathway enrichment analysis of DEGs in mouse DRG and spinal cord after HSV-1 inoculation
A and B The functional analysis of cytokine-cytokine receptor interaction pathway with data from the DRG (A) and spinal cord (B) in mice after HSV-1 inoculation. The red blocks indicate the up-regulated genes and the green blocks indicate the down-regulated genes.
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