
Table S1. Minimal inhibitory concentration values. Values for each indicated compound 
shown are averages of four biological repeats. 

 Cm (µM) TPP (mM) Eth (mM) 

empty vector 3 0.6 0.5 

MdfA 21.7 0.85 2 

MdfA(Q131R) 7.7 0.6 0.25 

 

 



Table S2. Data collection and refinement statistics of MdfA(Q131R/L339E) 

Data collection  
PDB accession # 6EUQ 
Space group: C2 
Cell constants a; b; c (Å) 
                        α; β; γ (°) 

95.19, 62.87, 100.48 
90.0, 110.3, 90.0 

Resolution  44.64– 2.20 (2.27-2.20) 
Unique reflections 28294 (2449) 
Completeness overall (%) 99.5 (99.9) 
Multiplicity (%) 3.5 (3.4) 
<I>/<σ(I)> 8.0 (0.9) 
Rmeas 0.183 (0.893) 
Rmerge 0.135 (0.661) 
Rpim 0.123 (0.596) 
CC(1/2) 0.984 (0.491) 
Refinement  
No. of reflections 26961 
Rvalue overall (%) / Rvalue free (%) 0.2308 / 0.2483 
No. atoms  
Protein 2959 
Ligand/ion 128 
Water 47 
B-factors  
Protein 49.42 
Ligand/ion 70.07 
Water 48.98 
r.m.s. deviations from ideal values  
Bond length (Å) 0.0070 
Bond angles (º) 1.0637 
Φ, Ψ angle distribution for residues  
In most favoured regions (%) 97.3 
In additional allowed regions (%) 2.7 
In generously allowed regions (%) 0 
In disallowed regions (%) 0 

 












