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Fig. S13 Structural analyses of the pyrazinoate sites
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a Superimposition of the pyrazinoate-bound URAT1 structures, showing local
rearrangements of the residues lining the pyrazinoate-binding sites. b—d Detailed
interactions of pyrazinoate in Site 1, 2, and 3, respectively. e Comparison between the
urate-bound, inward-facing conformation with the Site 1 pyrazinoate-bound conformation
of URAT1. f Comparison of the Site 3 pyrazinoate-bound conformation of URAT1 with the a-

ketoglutarate-bound conformation of OAT1 (PDB: 8BW?7). g Comparison between the Site 3
pyrazinoate-bound conformation with the apo conformation of URAT1.



