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Table S1. Oligonucleotide primers/adaptor used in this study.

Name Sequence (5’ 3’) Position ! Polarity 2
for cDNA cloning
MY-1F ATTGTCTACCCGCGACGTAA 45-64 +
MY-IR ACGGTGGTGTGCCTCATAC 1914-1932 -
MY-2F ACGGAGACCAAGCAACGACTC 1820-1840 +
MY-2R GGAGGATCGCAAACCACGG 3936-3954 -
MY-3F TAATGCCTCAATAGGCTTCG 3880-3899 +
MY-3R TCAGGGCGTCATTGCGTAGT 5758-5774 -
MY-4F CTATGTTCGCTTACGACGCA 5475-5494 +
MY-4R ATTCGGGACCTTGATCGGTG 7370-7389 -
MY-F TGAGCATGGAGAGACAGAT 7340-7358 +
MY-R AACGCGTTTACTCGAGGAGG 278-297 -
110 (3’-adaptor) TATCTTATCGGCGTGTCCCCC to 3’-end of dsRNA +/—
RC110A (primer) GGGGGACACGCCGATAAGATA complementary to the adaptor 110A —/+
for RT-PCR detection
M-RT-F TAATGCCTCAATAGGCTTCG 3880-3899 +
M-RT-R AGATGCTGCAACCGCACCATGCC 5136-5158 —

1 Positions for the PCR primers or the adaptor in the cDNA of Botrytis cinerea mymonavirus 1
(BcMyV1) were labeled in Figure S1.
2 Polarity refers to the positive strand (+) and the negative strand (-) of BcMyV1.



