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5340 5350 5380 53170 5380 5300 5.400 5410 5.420
TAGACCTGGTGAGTA TGAGATACGAGTGAAGGTGCCTCTTCGCAAAAATC TCCCTCGGATGGATGAGTTCACCGCAAAGT TGGTGGAGGAGC
TTCACCGCAAAGT TGGTGGAGGAGC
5.4%0 5440 5.460 5.460 5.470 5.480 5.400 5500 5510 5520
TGCAGGAGATGCACCCCTTTGAGATGGGTG TATTCAGTCTCCGGT TCGGAACCGAAGAAA TGGCTGAAAAAGTGTCCGACCGATACTTCACA
TGCAGGAGATGCACCCCTTTGAGATGGGTG TATTCAGTCTCCGGT TCGGAACCGAAGAAA TGGCTGAAAAAGTGTCCGACCGATACTTCACA
5530 5540 5,550 5580 5570 5580 5500 5.800 5810
GGCACCTTTGAAGCCGGGCAATTTATCCCTGAGCAGGACCAGCAGGATCTCGCAGATGCTATATTCCGCAACGAGAGGCACCTTTACGAGAA
GGCACCTTTGAAGCCGGGCAATTTATCCCTGAGCAGGACCAGCAGGATCTCGCAGATGCTATATTCCGCAACGAGAGGCACCTTTACGAGAA
5820 5830 5840 5.850 5880 5870 5.880 5.890 5.700
CGCACAACTTCTGTACCCTGAGGAGGTTTGGAAAAAATGGCACAAAAAATATTCTGCTGGGTTTCCTTTCCGGTTCAATA TCAAAGGGAA TG
CGCACAACTTCTGTACCCTGAGGAGGTTTGGAAAAAATGGCACAAAAAATATTCTGCTGGGTTTCCTTTCCGGTTCAATATCAAAGGGAATG
5710 5720 5730 5740 5.750 5760 5770 580 5.700
CCAAGAGACAAGCTT TGTTTGACGC CGCTGGAGGCAAGCAGAAAT TTCTCCAAGGCATTCGTGAT TACATACCTAGTCCTGAGTCATTCCCG
CCAAGAGACAAGCTT TGTTTGACGCCGCTGGAGGCAAGCAGAAAT TTCTCCAAGGCATTCGTGAT TACATAGCTAGTCCTGAGTCATTCCCG
5.800 5310 5820 5830 5340 5850 5880 5870 5880
ACTGT TTCTCATGCG TTCAT TAAGGATGAGGTTTTGCCTGGATC T TACAT TGAAC GAGAGAAAAT CCGGACCATTATTGCCCAGGACCCACT
ACTGTTTCTCATGCGTTCAT TAAGGATGAGGTTTTGCCTGGATCT TACAT TGAACGAGAGAAAATCCGGACCATTATTGCCCAGGACCCACT
5890 5900 5910 5920 5930 5940 5950 5980 5970 5.980
CAATTATTTCGCTGAGATGGCAGTTCAAGG TGATCATGGTAAAAGGTTACATCCATCCTCCTTTTCTGCGGTTGGCGTTTCCCCGGCACATG
CAATTATCTCGCTGAGATGGCAGTTCAAGG TGATCATGGTAAAAGGTTACATCCATCCTCCTTTTCTGCGGTTGGCGTTTCCCCGGCACATG
5990 6.000 8.010 8,020 6.030 6.040 8.050 6.080 8.070
GTGAG TTATCGGCCC TGGCC GAGAAACATC TCGCT TACAAACATCATTTTGCCATGGACG TCACAGCGTTGGATTCGACGGCCGC TGTGGAT
GTGAGTTATCGGCCC TGGCCGAGAAACATC TCGCT TACAAACATCATTTTGCCATGGACGTCACAGCGTTGGATTCGACGGCCGC TGTGGAT
8.080 8,080 8.100 8.110 8.120 8.130 8.140 8.150 8.180
GCTATACAGACGATCAAGAAACTACGGTTTCTCGGCTTCCAGAACCATCC TCAAGCAGATAAAATCAAGACTTTCATCGA TGGGG TTCTCAG
GCTATACAGACGATCAAGAAACTACGGTTTCTCGGCTTCCAGAACCATCC TCAAGCAGATAAAATCAAGACTTTCATCGATGGGGTTCTCAG
8.170 8.180 8,100 8.200 8210 6.220 6.230 8.240 6.250
TAACC TGCAAACGTC TTGGA TATTCGATATACACACAGGTAGGGC TCGTT TGAAGAGACAAGGTT TCACGACTGGCCATGGCGTCACCACAG
TAACCTGCAAACGTC TTGGATATTCGATATACACACAGGTAGGGC TCGTT TGAAGAGACAAGGTT TCACGACTGGCCATGGCGTCACCACAG
6,200 8.270 8.280 8.200 6,300 8310 6.320 6,330 8,340
GTAACAACACCGAGTATATGGTTATGTTGC TTTTACGCATGGAAAAAGATGCTTGGCACAAGGTG TCGGGCAGGTCATACGACGAGTTCTAT
GTAACAACACCGAGTATATGGTTATGTTGC TTTTACGCATGGAAAAAGATGCTTGGCACAAGGTG TCGGGCAGGTCATACGACGAGTTCTAT
8.350 8.380 8.370 8.380 8.300 6.400 8.410 8.420 8.430 8.440
GAACAGGTTAAGTTC TCATC TTTCTCTGATGACAACTTTTGGTCCACAAA TCTACCAAGGAGTGTATTCTC TGCTGAGAAGATATCAAAATT
GAACAGGTTAAGTTCTCATCTTTCTCTGATGACAACTTTTGGTCCACAAATCTACCAAGGAGTGTATTCTCTGCTGAGAAGATATCAAAATT
8.450 8.480 8.470 8.430 8.490 8.500 8.510 8.520 8.530
CTGGT TACAACGAGGAGTGCAGGTACGCGTCGAAGGAGAT TCAGA TGACCTGTCTACTAGCAAAATATCCTTCCTCGCAAAACAACTCTCTT
CTGGT TACAACGAGGAGTGCAGGTACGCGTCGAAGGAGAT TCAGATGACCTGTCTACTAGCAAAATATCCTTCCTCGCAAAACAACTCTCTT
8.540 8.550 8.530 8.570 8.580 8.590 8.600 8.810 8,620
TAGATCCGAAACACC TGGAAGAAGCACAAAAGTACAATCACCACAGGAGTAAAAGCACGGGTCGCCGTTGTCCATGCCTGAATAGACTTC TG
TAGATCCGAAACACC TGGAAGAAGCACAAAAGTACAATCA

SUPPLEMENTARY FIGURE 2 | Alignment of the partial nucleotide sequence of
the RdRp of FodHV2/408 and FodHV2/409. Nucleotide sequence alignment of the
amplicon obtained by RT-PCR using dsRNA extracts from isolates Fod 408 and Fod
409 of Fusarium oxysporum f. sp. dianthi and specific primers directed to the RdRp of
FodVH2. Analysis was carried out with the program Geneious version 8.1.5
(Biomatters).



