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Figure S1. Comparison of the sequential walk regions of [*H,"H]-NOESY experiments (D,O, 298
K, pD = 6.8) of (a) the P4 domain and (b) the full-length CPEB3. The sequential correlations of
residues 3-20 of P4 are connected by black lines. (c) Overlay of (a) and (b): the CPEB3 P4
spectrum is shown in blue and the spectrum of the full-length CPEB3 ribozyme is shown in red-
green. The chemical shifts and cross peak intensities of residues 3-20 of the P4 construct are in nice

agreement with the corresponding signals of the full-length CPEBS3.



