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Supplementary Figure 1. Residual plots and corresponding x? values for the fit of models to the SPR
data presented in Figures 2 and 3 of the main text. The combined residuals from the fit to the series of

sensorgrams are shown. Starting from the top row (left to right), Figure 2 TIAR1, TIAR2S, TIAR12S,
Second row, Figure 2 TIAR2Y, Figure 3 TIARY, TIAR2S; Third row, Figure 3 TIAR125, TIAR2L.



U8 RCI-S2 and Secondary Structure Plot

Predicted RC| S2 value [25 V: 0.813][87 P: 0.913]
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BARCI-52 and Secondary Structure Plot
Predicted RCI| S2 value [2 N: 0.855][86 A: 0.825]
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Supplementary Figure 2. Secondary structure predictions for ) TTAR2T from NMR chemical shifts
(HN, N, CA, CB) using the program TALOS [Cornilescu et al., (1999) J. Biomol. NMR, 13, 289-302].
The predictions for apo (top) and RNA-bound (bottom) TIAR2! are identical.
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