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Figure S1. Functional classification of GO in RNA-seq. (A) Functional classification of GO about
cellular component (CC); (B) Functional classification of GO about molecular function (MF); (C)
Functional classification of GO about biological process (BP).
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Figure S2. Difference in the expression of Dcr2 in the gene Da6 knockout strain flies compared with
wild-type flies (W1118) at 6 days after infection with sigma virus.



