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Supplementary Figure S1. 1D imino proton spectra (10—12 ppm) of RNA pools in the

absence and presence of RD. 1D imino proton spectra of -8R RNA pools from SELEX in the

absence (a) and presence (b) of RD.



8 R

7R

6 R

5R

4R

3R

2R

1R

OR

14 13 12 11
Chemical shift (ppm)

RN
T
RN
o

Supplementary Figure S2. 1D imino proton spectra of RNA pools from Neutral SELEX.

1D imino proton spectra of -8R RNA pools from Neutral SELEX in the absence of RD.



I W

15 14 13 12 11 1015 14 13 12 11 10
Chemical shift (ppm) Chemical shift (ppm)

5 14 13 12 11 1015 14 13 12 11 10
Chemical shift (ppm) Chemical shift (ppm)

15 14 13 12 11 1015 14 13 12 11 10
Chemical shift (ppm) Chemical shift (ppm)

o i RN

15 14 13 12 11 10 15 14 13 12 11 10
Chemical shift (ppm) Chemical shift (ppm)

Supplementary Figure S3. Comparison of 1D imino proton spectra of RNA pools from

SELEX in the absence and presence of RD. 1D imino proton spectra of 0—8R RNA pools

from SELEX in the absence (bottom) and presence (top) of RD.
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Supplementary Figure S4. The predicted secondary structures and K, values of S1, S2, and
S3.
The secondary structures of S1 (a), S2 (b), and S3 (¢) were predicted using vs subopt." >
Lower-case letters indicate nucleotides derived from the primer-binding sequences. The Kj

values were previously reported.’
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Supplementary Figure S5. Comparison of 1D imino proton spectra of S1 and S2 in the

absence and presence of RD. 1D imino proton spectra of S1 (a) and S2 (b) in the absence

(bottom) and presence (top) of RD.
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Supplementary Figure S6. Comparison of 1D imino proton spectra between the 0R RNA
pool, RNA primer-binding sequences, and poly (A-U) RNA pool. The predicted secondary
structure of the OR RNA pool (a), primer-binding sequences RNA (b), and poly (A-U) RNA
pool (¢). Lower-case letters indicate nucleotides derived from the primer-binding sequences. 1D
imino proton spectra of the OR RNA pool (top), primer-binding sequence RNA (middle), and

(A-U) RNA pool (bottom) (d).
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Supplementary Figure S7. Comparison of 1D imino proton spectra between various 0R

RNA pools. The predicted secondary structure of the OR RNA pool (a), RNA pool 2 (b), RNA

pool 3 (¢), and RNA pool 4 (d). Lower-case letters indicate nucleotides derived from the

primer-binding sequences. 1D imino proton spectra of the OR RNA pool (top), RNA pool 2

(second from top), RNA pool 3 (third from top), and RNA pool 4 (bottom) (e).
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