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Table S1. Inosine substituted sequences tested in this work

Name Sequences

T30177-11 I TGGTGGGTGGGTGGG T
T30177-13 GTIGTGGGTGGGTGGGT
T30177-14 GTGITGGGTGGGTGGGT
T30177-16 GTGGTIGGTGGGTGGG T
T30177-17 GTGGTGIGTGGGTGGG T
T30177-18 GTGGTGGITGGGTGGG T
T30177-110 GTGGTGGGTIGGTGGGT
T30177-111 GTGGTGGGTGIGTGGG T
T30177-112 GTGGTGGGTGGITGGG T
T30177-114 GTGGTGGGTGGGTIGGT
T30177-115 GTGGTGGGTGGGTGIGT

T30177-116

GTGGTGGGTGGGTGGIT




Table S2. Site-specific labeled DNA sequences used in this study**®

Type Sequences
N-labeled G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIGG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
°H-labeled G T GG T GGG T GIG T GGG T
G T G¢ T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T
G T GG T GGG" T GIG T GGG T
G T GG T GGG T GG T GGG T
G T GG T GGG T GIGF T GGG T
G T GG T GGG T GIG T G'6c T
G T GG T GGG T GIG T GGG T
G T GG T GGG T GIG T GGG T

? Individual guanines 2%-°N-labeled are marked by asterisks.

® Individual guanines ?H-labeled at the H8 position are marked by hash signs.

1is Inosine.
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Figures S1. Imino proton spectra of T30177 and guanine-to-inosine substituted sequences.
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Figures S2. Plots of multimer concentrations against monomer concentrations at three different
temperatures of T30177-111 for experiments performed in ~100 mM K™ solution. Data were
obtained from the melting curves in Figure 3a. Concentrations were expressed in Moles before
taking logarithms. Lines represent best fits of through the data points. The fitting results are
shown on the right.
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Figures S3. Plots of multimer concentrations against monomer concentrations at three different
temperatures of T30177-111 for experiments performed in ~60 mM K* solution. Data were
obtained from the melting curves in Figure 4a. Concentrations were expressed in Moles before
taking logarithms. Lines represent best fits of through the data points. The fitting results are
shown on the right.



