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Supporting Information

The RfbD protein from B. anthracis was purified as described in Materials and
Methods. The theoretical molecular weight of the RfbD protein is 32.4 kDa and the
calculated molecular weight of RfbD from size-exclusion chromatography analysis
(with the polyhistidine tag present) was 78.9 kDa, which corresponds to a dimer or

trimer.
Supplementary Figure S1. SEC elution profile of RfbD protein.
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