Supplementary Data
Figure S1 The promoter region and transcription start site of the blaPAU-1 gene.
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Figure S2 SDS-PAGE result of PAU-1.
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Figure S3 Multiple sequence alignment of PAU-1, the closest relative of PAU-1, and the two representatives of class A β-lactamases, BKC-1 and CTX-M-9. 
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