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Supplemental Figure 1: Calculation of second-order rates constants for meropenem against 

truncated constructs of wild-type and 6140 PBP2. Data from three independent SDS-PAGE 

competition assay experiments (each in duplicate) were used to determine IC50 values for 

meropenem via curve fitting. The IC50 values are 2.30 µM (goodness of fit R2 = 0.91) and 1.20 

µM (R2 = 0.96) for truncated wild-type PBP2 and PBP2-6140, respectively. The error bars are 

the standard error of the mean.  
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