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5*-termini
dSRNAL  GGCUGUGUGUUUGUUUCGGUUUGACUGUUUAUCGAUUACCC ~GAUCAAUUUACCGUAAUU
dSRNA?  GGCUGUGUGUUUGUUCAAGUUUUUAGGGAGAUCAAUUACCCUGAUCUCUCUUUCUGCUUG
GSRNA3  GGCUGUGUGGAUGCUACUUUAGAAUUGGGAGUCGAAUACCC ~~AGUUUUCUUGUAGUUUU
® %
dSRNAL  CCGGAAUACUCAUACUAGGCGAG
dSRNA2  GCCACACGUAAGUUUUAGAA---
n GSRNA3  CCAGACUAGUUGUGUUAALC-—-
i 3'-termini
- dsRNAL UAUGUAUCGCC ~GAAAAACGUUGGUUUGCA
dsRNAZ —UUGUUCCUAGCAUGUAUAAAACGCCUGAAACCCGUUUGCUUAAL:
o GSRNA3  UUGAUUACUUGGUCUGCUUGUUUGCGGUUCUACGGGGCGGCGRUUGUGUGACCUCGCUGY
dSRNAL  GACGCUGCCUGCGGAACGUCACAAACACUAAAGECUC
dSRNAZ  GCUCUCGGUGUGGAUACCUUCUUUAAACUUCUGCCACUAGGAAUAUACCGGUUUUAUUGG
GSRNA3  AACAACGCCAAAUAGCCUUCUUGAACAAUGACGUUCCUUAAGUGUUGUUUAUUUUCAGAA
- dsRNAL
- dsRNA2  ACUGGGGGC-
= dSRNA3  UAUACCCACUCGGCGGUGAGGCCUUGUGGGGACA (47
|
GSRNA3  AACAACGCCAAAUAGCCUUCUUGAACAAUGACGUUCCUUAAGUGUUGUUUAUUUUCAGAA
dsRNAL - -A@23)
GSRNA2  ACUGGGGGC -A(25)
- Jg7  OSRNAD  UAUACCCACUCGGCGGUGAGGCCUUGUGGGGACACAT) .
= 188 Supplemental Figure 2 Phylogenetic analysis of FiAV1 and selected members of the
= 189 famiies Aternaviidae (&, FIAV1 in redA), Fusariviidse (D), Hypoviidae (O) and
il 190 Totiviridee based on the aligned RdRp aa sequences of the viuses by the
% 191 neighbor-joining method using the program MEGA7.0. Bootstrap values (1000 replicates) 2
& 192 are shown atthe nodes. The scale bar (0.1) corresponds to genetic distance °
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