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Figure S1. SHAPE and Shannon entropy thresholds for low SHAPE/low Shannon entropy 
(lowSS) region modeling. (A) Structure modeling accuracy (geometric mean of sens and ppv) 

for lowSS region models in human 18S and 28S rRNAs. Percentages are colored from low (red) 

to high (green). (B) Number of nucleotides in lowSS regions (including both human 18S and 

28S rRNAs). Boxes highlight thresholds used in this work. 
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Figure S2. Models of selected lowSS regions in human rRNAs. (A) Model of human 28S 

rRNA region spanning the GTPase-associated center and A-site finger regions. (B) Model of 

28S rRNA region containing the L1 stalk. (C) Model of lowSS 18S rRNA region that forms a site 

of direct mRNA contact. 


