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Table S1. The DNA sequences used in this work.

DNA Names Sequences (from 5’ to 3') and modifications
Wide-type ACCTGGGGGAGTATTGCGGAGGAAGGT
adenosine Apt

One-site Apt ACCTTCGGGGAGTATTGCGGAGGAAGGT

Al10-excised Apt

GTATTGCGGAGGAAGGTTTTTAACCTTCGGGG

Res-A10-Right cut

GTATTGCGGAGGAAGGTTTTTAACCTTCGGGGA

Res-A10-Left cut

AGTATTGCGGAGGAAGGTTTTTAACCTTCGGGG

Duplex-1

GGGGGTATTGCCCCCGCAAGGTTTTTAACCTTG

Duplex-2

GTATTGCGCCCCGAAGGTTTTTAACCTTCGGGG
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Figure S1. Titrating Adenosine or AMP (0.04-0.52 mM) into 50 nM A10-excised Apt in buffer A (20 mM
HEPES, 100 mM NaCl, 5 mM MgCl,). In orange curve, the DNA was first incubated with 0.5 mM
adenosine, then applied to AMP titrations. 50 nM SGI was used to indicate the adenosine or AMP binding

to DNA.
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Figure S2. The secondary structure of A10-excised Apt and Duplex-2. The regions in the yellow boxes

had the same sequence.
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Figure S3. Linear fitting data for titrating adenosine (0.04-0.44 mM) into 50 nM A10-excised Apt in buffer
A (20 mM HEPES, 100 mM NaCl, 5 mM MgCl,). 50 nM SGI was used to screen the adenosine binding.
The correlation equation is (Fy-F)/Fy = 0.42[ Adenosine] + 0.06. Based on the equation of 3o/k, the limit of
detection was calculated to be 46.7 M.



