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Figure S1. Evolution of the RNA root mean square deviation along the MD simulation of the isolated

5" UTR system.
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Figure S2. Representation of the nucleic acids involved in the major interactions within the lateral
RNA loop in the OAS1+RNA complex system simulation (top), and frequencies of the associated

distances (bottom).
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Table S1. Percentage of occurrence of the five major clusters calculated from the isolated RNA and

OAS1/RNA complex MD ensembles.

Cluster RNA RNA+OAS1
1 75 % 82 %
2 13 % 13 %
3 4% 2%
4 3% 1%
5 1% 1%




