Figure S7. Functional domains/motifs and structural elements in the polyproteins encoded by Myzus persicae flavivirus (MpFV) (a), Macrosiphum euphorbiae virus 1 (MeV-1) (b) and Sitobion miscanthi flavi-
like virus 1 (SnFLV-1) (c). Single large polyproteins encoded by MpFV, MeV-1 and SnFLV-1 were analyzed using InterPro at the Webserver https://www.ebi.ac.uk/interpro/ and the results are presented in panels

A, B and C, respectively, as images exported from the Webserver.

(a) MpFV polyprotein
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(b) MeV-1 polyprotein
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(c) SnFLV-1 polyprotein
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