
















Figure 3: scRNA-seq analysis of latently infected CD14+ monocytes

Single cell RNA sequencing analysis of 3,655 cells from a cell population of latently infected monocytes. 
CD14+ monocytes were infected with HCMV (TB40E-GFP) and analyzed at 3, 4, 5, 6, 7 and 14 dpi. 
(A) t-SNE plot of all 3,655 single cells based on host and viral gene expression. Color bar shows the 
percentage of viral reads from total reads per cell. (B) Heatmap showing clustering analysis of 3,655 
single cells showing expression of 176 differential genes (32 viral, 144 cellular). Upper panel shows the 
most abundant viral genes, central panel indicates most differential host genes and lower panels 
indicate the percentage of viral reads from total reads and dpi for each cell. Cells are partitioned into 6 
distinct clusters (C1-6) based on gene expression profiles and ordered by the relative abundance of 
viral reads, from high to low. Number of cells in each cluster is shown in parentheses next to the cluster 
number.
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Figure S4: scRNA-seq analysis of latently infected CD14+ monocytes.

(A) t-SNE plot of all 3,655 single cells based on host gene expression. Color bar shows the percentage 
of viral reads from total reads per cell. (B) t-SNE plot of 3,655 single latently infected monocytes based 
on host and viral gene expression (as shown in Fig. 3A) depicting the separation to 6 clusters as shown 
in Fig 3B. (C) Scatterplot showing read number of all viral genes in cells from cluster 1 versus lytically 
infected monocyte derived macrophages at 4 dpi (left panel) or fibroblasts at 3 dpi (right panel). (D) 
Scatterplot showing read number of all viral genes in cells from clusters 2-6 (labeled on y-axis) versus 
cells from cluster 1. Horizontal and vertical error bars indicate 95% nonparametric bootstrap 
confidence interval across cells.
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Figure S5: Assessment of lytic noise effect on gene expression in CD14+ scRNA-seq libraries

Scatter plot showing read number of all viral genes in (A) latent cells (defined as cells in which the 
proportion of viral reads was below 0.5% of total reads) and in (B) cells from clusters 2-6 (labeled on 
y-axis) versus cells from cluster 1. Analysis was done after exclusion of cells in which viral read counts 
were lower than the noise cut-off level (See materials and methods). Horizontal and vertical error bars 
indicate 95% non-parametric bootstrap confidence interval across cells.
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