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Supplemental Figure 1: Sequence alignment of HtpG from Borrelia spirochete utilizing
Clustal Omega Multiple Sequence Alignment Program.
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Supplemental Figure 2: Protein sequence alignment of ATPase domains of Human Hsp90, .
coli HtpG, T. denticola HtpG, and B. burgdorferi HtpG. Identical amino acids across all
species are highlighted in dark blue and those with decreasing % of identity shown in
correspondingly lighter shades.



