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Figure S1. Immunoblotting image of phospho-FGFR1 in FGF5-stimulated NTH3T3 cells in the

presence of F5f1 (lanes 3—6) or random RNA (lanes 7-10).
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Figure S2. SPR sensorgrams of FGF5 binding to the aptamers. The aptamers F5f1, F5f3,
F5f1_56, or F5f3 were immobilized on the sensor chips and various concentrations of FGF5 in

SPR running buffer was injected for 60 s and dissociated for 180s.
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Figure S3. SPR sensorgrams of nonspecific binding of FGF5 to the random RNA. The
random RNA pool and aptamers were immobilized to approximately 100 RU on the sensor chip

and FGF5 in SPR running buffer was injected for 60 s and dissociated for 140 s.
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Figure S4. Pairwise sequence alignment of FGF5 and FGF4 (a), FGF6 (b), FGF1 (c) or
FGF2 (d). Sequence alignments were performed using EMBL-EBI search and sequence analysis

tool (https://www.ebi.ac.uk/Tools/psa/)?.
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Figure S4 (continued). Pairwise sequence alignment of FGF5 and FGF4 (a), FGF6 (b),

FGF1 (c) or FGF2 (d).



a
Anti-FGF2 aptamer
5’-GGGAUACUAGGGCAUUAAUGUUACCAGUGUAGUCCC-3’

Anti-FGFR1 aptamer
5'- GGAGGGAAAAGTTATCAGGTCAAAACGTCTTTATGGCTGGGGATGGTGTG
GGTTGTTTTGATTAGTTTTGGAGTACTCGCTCC-3’

Anti-FGFR3 aptamer
5’-AGCUCCAGAAGAUAAAUUACAGGCAGAGGCUGACGUAAACAGACAUU
GAUGGGACCCACCCUUCCGCUGGCAACAACUAGGAUACUAUGACCCC-3
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Figure S5. Sequences and predicted secondary structure of aptamers against FGF2,
FGFR1, and FGFRa3. (a) The sequences of the aptamers. All C and U of the anti-FGF2 aptamer
and the anti-FGFR3 aptamer are 2'-fuluoro modified. The anti-FGFR1 aptamer is DNA aptamer.
(b) The secondary structure of the anti-FGF2 aptamer was predicted using the CentroidFold

program (http://rtools.cbrc.jp/centroidfold/)2.
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