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Figure S1. KEGG pathway enrichment and GO analysis of the differential genes regulated by
UL23. (A) Used DAVID6.8 to conduct GO analysis and KEGG pathway enrichment analysis
on differentially expressed genes in HFF-Vector-IFN-y group and HFF-UL23-IFN-y group. (B)
Used DAVID6.8 to conduct GO analysis and KEGG pathway enrichment analysis on
differentially expressed genes in HCMV-Towne group and HCMV-Towne-AUL23 group.



1.5
NS

HH
HH

1.0

0.51

Viral Genome
(Relative Abundance)

Figure S2. The effect of APOL1, CMPK2, and LGALS9 on HCMV entry into cells. HFF cells
were infected with HCMV-Towne at an MOI of 1. Cells were harvested at 4 h and the relative
number of viral genomes was determined by qPCR using primers to the UL83 gene region.



