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Peak Table

Peak Retention 
(ml)

Area 
(ml*mAU)

Area % Ext coeff. 
(mg ⁻¹ ml cm ⁻¹)

Fraction(s) Volume 
(ml)

Peak A 77.177 4298 99.11 12 - 36 50.003
Peak B 130.370 38.66 0.89 49 - 53 10.002

Conductivity 
(mS/cm)

12.44
12.58
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Reconstitution of FeoB in proteoliposome

FeoB was successfully reconstituted, in the proteoliposomes
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e Figure 1. Progress made on preparing recombinant FeoB for structural 
determination via cryo-EM. a. Predicted two-dimensional topographical 
model of FeoB from a typical Gram-negative g-proteobacterium, such 
as Escherichia coli. b. Final Superose 6 SEC chromatogram of 
recombinantly produced, purified, and polished Clostridium difficile 
FeoB1 prepared in Fos-choline 14 micelles. c. SDS-PAGE analysis of 
the same sample in b. at ca. 2 mg/mL concentration. d. Microcrystals 
(top panel) produced by the protein sample in b. and c. and verified as 
protein via UV fluorescence (bottom panel). Unfortunately, these 
crystals failed to diffract beyond ca. 20 Å resolution. e. SDS-PAGE 
analysis of the same protein in b. and c. after reconstitution into 
proteoliposomes.


