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Figure S5. CircEAF2 may be regulated by EBV infection through RNA splicing.

(A) Volcano plot showed the differential expressed genes according to EBV infection status and relative circEAF2 expression,
analyzed by RNA sequencing. (B) GO biological process enrichment analysis of upregulated genes (red) or downregulated genes
(blue) in EBV+DLBCL patients and low circEAF2 expression group. (C) The signal localization plot represented the localization of
the signal along the pre-mRNA sequence (EAF2) colored according to the global score value, using catRAPID method. (D) Relative
expression of EAF2, according to EBV infection status and relative circEAF2 expression of DLBCL patients, obtained by RNA
sequencing. (E) Relative expression of EAF2 (line graph) and EBV DNA copy number (bar graph) in SU-DHL-4 and OCI-LY-10

cells during acute EBV infection or long-term EBV infection, as compared to those without EBV infection (negative control, NC).



