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Supplementary Fiqure S1: Titers and Luciferase Activity of the LVs Used. gPCR

and flow cytometry-based titers and luciferase activity of the vectors used in the (A)
initial VSVind.G-LV challenge and (B) VesG-LV challenge studies.
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Supplementary Figure S2: Multiple Amino Acid Sequence Alignment of the G

proteins of Vesiculoviruses. The sequences of vesiculoviruses (VSVind, UniProt:

P03522; MARAV, UniProt: F8SPF4; COCV, UniProt: 056677; PIRYV, UniProt:

Q85213) were aligned using ClustalOmega online multiple sequence alignment tool

(EMBL-EPI), and the alignments were visualized using JalView software." Dashed

lines represent gaps introduced to maximize matching of amino acid residues. Blue

shading indicates percent identity; dark blue: 80-100%, medium blue: 60-80% light

blue: 40-60%, and no colour indicating <40% identity.
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Supplementary Figure S3: Fitted Curves of the Neutralizations Assays Used to

Calculate IC50 Values.
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