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Fig. S1: Schematic illustration of the different C.trachomatis LGV serovars and

serovar E OmcB variants (aa 51 - 86) with predicted secondary structures.

The variable amino acids (position 66, 68 and 71) within the variable domain are shown in

bold, the substituted amino acids are underlined. The crucial amino acid for the determination

of heparin-dependence or independence of adhesion (L/P position 66) is enlarged.
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