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Figure 1
SEQ ID Name “Sequences (5°-3") Structure® Binding”
NO: '

4 TERCI8 | GGGUUGCGGAGGGUGGGC Parallel +

g 5 120t TER | yAGGGUUAGGGU Parallel N
6 10-nt TER GGGUUAGGGU' Parallel +

7 T95.2T | TTGGGTGGGTGGGTGGGT Parallel +

8 Pu4T | TGA GGG TGG TGA GGG TGG GGA Parallel +

9 CEBl | AGGGGGGAGGGAGGGTGG Parallel +

10 CEB25 | AAGGGTGGGTGTAAGTGTGGGTGGGT Parallel +

1 93del GGGGTGGGAGGAGGGT Parallel +

< 2 HT1 TTGGGTTAGGGTTAGGGTTAGGGA Non-Parallel -
A 13 Htelol TAGGGTTAGGGTTAGGGTTAGGG Non-Parallel -
14 Htelo2 TAGGGTTAGGGTTAGGGTTAGGGTT Non-Parallel -

15 Hielo3 GGGTTAGGGTTAGGGTTAGGGT Non-Parallel -

16 Hielo4 AGGGCTAGGGCTAGGGCTAGGG Non-Parallel -

17 DX CGCGAATTCGCG Duplex -

18 S$T03 ACCCACCCACCCACCCAAAGATCCGA Stem-loop B

A AGGATCUTTGGGTGGGTGGGTGGGT

2 Structures formation were monitored by NMR
® A negative binding is considered when the dissociation constant (Kd) is larger than 10uM.
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Figure 3

Parralel - Non-Parralel




WO 2014/189468 PCT/SG2014/000220

4/14

Figure 4
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Figure 7
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Figure 8
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Figure 9
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Figure 10
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Figure 11
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Figure 13
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Figure 14
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