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_ _ The structural model of TP0515 revealed a non- T. pallidum has five orthologs of FadL.
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The structural models of Tp five FadL orthologs. Tp’s FadL orthologs
(TP0548, TP0856, TP0858, TP0859, TP0865) are believed to transports
hydrophobic substrates, such as fatty acids. The group of proteins consists of
14-stranded [3-barrels with 7 ECLs. All five FadLs have an N-terminal hatch
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charged extracellular loops (ECLs) believed to aid the spirochete in
dissemination. Surprisingly, five orthologs of FadL (14-stranded [3-barrel)
were found in the 7p genome; all have hatch domains and NPA motifs
inside the barrel, characteristic features of Gram-negative FadLs. The Tp
genome encodes Mac and RND tripartite efflux pumps that achieve
remarkable combinatorial diversity by co-expression of four paralogous
OMFs. Lastly, we confirmed the ‘bipartitism’ of Tpr paralogs by solving
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