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Supplemental Figure 2. EBNA2-dependent human gene expression in Ramos B cells. (A,B). Volcano plots
showing differential human gene expression upon infection with EBVE8NA2* (A) and EBVEBNAZ (B) virus.

(C,D) Examples of EBNA2-dependent differentially expressed genes in the UCSC Genome Browser (hg19)
showing up-regulated genes (C) and down-regulated genes(D) . (E,F) UCSC Genome Browser (hg19)
depicting the EBV-dependent EBNA2-independent up-regulated genes (E) and down-regulated genes (F).



