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Fig S2. For each viral construct examined, the N79 ribozyme RNA folding 
structure was modelled in the context of 300 nts of upstream and 
downstream negative complimentary sequence (panels A, B, C, D, E and 
F represent HCV, YFV, CHIKV, HEV, FCV and HRV respectively). All RNA 
models were produced by in silico free energy minimisation using the 
UNAFOLD package with default settings.
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