Supplementary Figure S1: Predicted secondary structures for seven B. tabaci-specific miRNAs with various hairpins. Secondary miRNA

structures were predicted using miRDeep2. Red = mature region; yellow = stem loop; purple/blue = star region.
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Supplementary Figure S2: RT-PCR validation of B. tabaci-specific and conserved miRNAs. Poly(T)
Adaptor RT-PCR was used to validate six B. tabaci-specific miRNAs and two conserved miRNAs. A)
Plots for each miRNA are shown to illustrate Ct values and dissociation curves. B) The resulting PCR

products were ran on an agarose gel.
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