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Experimental Methods for Determining RNA Structures
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Data Preparation
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The Model Quality and Inference Time

Comparison of Predicted and 
Calculated Energies

Evaluation of Inference Time Relative 
to Structure Length



Comparison of Experimental Data Sets

Total number of structures Proportion of favorable 
structures (%)

ArchiveII 2092 10.04

bpRNA-1m 11523 4.32

bpRNA-new 5197 8.4

RNAStrAlign 12388 12.0

NMR 370 66.76

X-ray 219 76.71
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Thank you for your attention!


