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Table S1. List of residues displaying ∆δobs ≥ 0.1 ppm upon 3’-UMP and 5’-AMP binding to the five 21 

RNases 22 

 23 
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Figure S1. Chemical shift perturbations upon ligand binding to RNases. Compounded chemical shift 25 

variations (Δδobs at the highest ligand concentration) relative to the apo form upon binding of two 26 

mononucleotides 3’-UMP (A-E) and 5’-AMP (F-J) for bovine RNase A (A,F) and human RNases 2 (B,G), 27 

3 (C-H), 4 (D,I) and 5 (E,J) are plotted as function of consensus sequence. Residues displaying Δδobs 28 

greater (lower) than 0.1 ppm are shown as red (white) bars. Active-site residues (His12, Lys41, His119, 29 

RNase A numbering) are highlighted using dashed lines. Residues with Δδobs > 0.1 ppm at the highest 30 

ligand concentration are depicted as spheres on the three-dimensional structures to the right of the plots. 31 
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Figure S2. Multiple sequence alignment of bovine and Hominidae RNases 1-8. The primary structure 33 

numbering for bovine RNase A (RNA_Bovine) and the consensus sequence numbering are shown above 34 

and below the alignment, respectively. The α-helical and β-strands are identified above the alignment. 35 

Cysteine disulphide linkages are identified in green below the consensus sequence numbering. 36 
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Figure S3. Representative 15N-CPMG relaxation dispersion curves for the different RNases. 38 

Relaxation dispersion curves of select residues from the four RNases that display conformational 39 

exchange in the apo state. As RN5_Human does not display any such behavior, no curves are shown for 40 

this enzyme. Squares and circles respectively correspond to data recorded at 800 MHz and at 600 MHz 41 

(RNA_Bovine) or 500 MHz (RN2, RN3 and RN4_Human). Data were dual-fitted to the full Carver-42 

Richards relaxation dispersion equation. Residues displaying (un)correlated dynamical changes were 43 

determined as described in the Methods section of the manuscript. 44 


