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FIGURE S3 | Similar pattern of dsRNApl26-derived and TMV-derived siRNA
production in dsRNAp126 and TMV treatments, respectively. SIRNAs produced from
region 426-500 nt (A), 501-600 nt (B), 601-700 nt (C), 701-800 nt (D), 801-900 nt (E),
and 901-1000 nt (F). The numbers derive according to the virus genome.



