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Supplemental Figure S1 

 

Figure S1. ZIKV lacks the ribosomal frameshift signal directing the expression of NS1’. (A) Nucleotide 

sequence alignment for seven major mosquito-borne flaviviruses (17 strains total). The consensus 

sequence is shown on top, and residues that match the consensus are hidden as dots to emphasize residues 

that differ from the consensus. (B) Predicted RNA folding involved in JEV NS1’ frameshifting and its 

ZIKV counterpart. RNA secondary structures with pseudoknots were predicted using the IPknot program. 

Highlighted are the primary sequences and secondary structures important for the expression of JEV NS1’: 

the heptanucleotide slippery sequence (blue), stem-loop 1 (SL1, orange), stem-loop 2 (SL2, magenta) and 

pseudoknot base-pairing (green). Also indicated is the silent point mutation G3599A (red circle) that is 

sufficient to abolish the synthesis of JEV SA14 NS1’. 


