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Legend for Supplemental Figures 
 

Fig. S1. Determination of the molecular weight and composition of purified His6-LptC(24-191). The 
molecular weight and subunit composition of purified His6-LptC(24-191) was determined by analytical 
ultracentrifugation. Purified His6-LptC(24-191) at 0.5 mg/mL in buffer C was centrifuged in a Beckman 
Coulter Optima XL-1 analytical ultracentrifuge at 45,000 rpm for 16 hr at 16 ºC. A280 nm measurements 
were carried out 5 min intervals during the ultracentrifugation.  
 

Fig. S2. ClustalW alignments of LptA and LptC. Panels A and B provide primary and secondary 
structure alignments of LptA and LptC, respectively. Residue numbering corresponds to LptA from E. 
coli K-12 (without gaps). Panels C and D provide the primary structure alignments of LBP-14, a 
synthetic fragment derived from the LPS binding protein, to LptA and LptC, respectively. Alignments 
were performed with ClustalW (http://www.ebi.ac.uk/Tools/clustalw2/index.html) (1). Residues with 
high sequence identity are colored, and non-conserved residues are shown as black letters. The residues 
within the loops regions are indicated.  
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