Fig. S1. Folding predictions for JFH1-CEtrans plus/minus miR122. (A) Predicted structure of JFH1-CEtrans in the absence of miR122 binding generated

using mfold prediction software. Structure shows the formation of the LRA with the 5' basal of stem of SLVI base paired with complementary nucleotides of the

miR122 binding site in the 5'UTR. Predictions were computed from sequence in which the nucleotides comprising SLII-V were represented by a series of n’s to

simplify the folding. dG=-52.80 (B) Predicted structure of JFH1-CEtrans bound to one molecule of miR122 generated using bifold prediction software.

Structure shows miR122 bound to seed site 1, blocking LRA formation, and the resulting SL VI structure. Predictions were computed from sequence in which

the nucleotides comprising SLII-V were represented by a series of x’s to simplify the folding. dG=-66.7. Blue and yellow highlighted sequences show the S1
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and 5' SLVI sequences respectively, which overlap in the miR122:S1and S1:SLVI binding motifs.
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