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Supplementary Information 

Supplementary Methods 

Determination of the accuracy of secondary structure predictions. The PDB was searched 

for single-stranded RNA structures > 20 nucleotides, released between Apr 2019–Feb 2020, 

leading to a total of 17 X-ray crystal and cryo-electron microscopy structures ranging in size 

from 31–867 nucleotides (Table S1). The total number of Watson-Crick pairs within each RNA 

tertiary structure was counted from the reference secondary structure, which was retrieved using 

the RNAPDBee server. The sequence used for structural determination was used as input for 

Mfold (1), RNAfold (2), Sfold (3) and RNAstructure (4). Default parameters were used in all 

cases. A score was given to each top prediction, according to the following formula: Score = 

[Ncorr x (Nref – Nincorr)] / Nref2  (Nref, number of Watson-Crick pairs in the reference structure; 

Ncorr, number of correct Watson-Crick pairs in the predicted model; Nincorr, number of Watson-

Crick pairs present in the model but not in the reference structure). The average of five scores for 

each RNA was used to make Figure 5. 

Supplementary Table 

Table S1. Statistics for RNA structures used to generate Figure 5. RNAs are ranked by 
increasing percentage of Watson-Crick pairs (5th column). 
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