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GCTGTAGGTCTTTTGATCAGCGACACC TAGAGGAAGCCAAAT TGRAATTTGCTTCATTAGCACT TTGRRECCCGATATGACAT TCACCAT
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Supplementary information, Figure S1 EBOV encoded a miRNA-like RNA fragment. (A)
Conservation of the predicted pre-miR-VP in 2014 EBOV strains. (B) Structure of the
pre-miR-VP and pre-miR-VP™"" plasmid. (C) The construction of a plasmid that expresses
the putative miRNA-like RNA fragments of EBOV. The pre-miR-VP sequence was cloned
into the pcDNA6.2-GW/EmGFP plasmid. An empty plasmid or pre-miR-VPM'" (sequences
in blue was mutant) was used as a negative control. (D) The Northern blot analysis of
predicted miR-VP-3p using the total RNA derived from HEK293A cells transfected with a
pcDNAG6.2 plasmid expressing pre-miR-VP. The plasmids expressing pre-miR-16 or
pre-miR-VPMY" were transfected into HEK293A cells as positive and negative controls,

respectively.



