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Structural model of PR. The secondary structure of PR was assessed by
SHAPE of Toll 3 UTR using oligonucleotides reading through the PR
region. The reactivity to NIMIA is directly proportional to the probability of
the residue to be in a single stranded conformation. Reactivity was
classified into high (red), medium (yellow), low (green) or not reactive

(unlabeled). The data were fed into RNA fold to yield a secondary
structure model of PR.



