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Figure S1. Predominant conformer of oprF. It is constituted by a N-terminal beta-barrel domain (aa 1-160), in blue, inserted into
membrane and by a C-terminal periplasmic domain rich in alpha-helices (aa 161-312), in yellow. However, in a second conformer
the C-terminal periplasmic domain is membrane embedded, too (Sugawara et al. mBio. 2010 Oct 19;1(4):e00228-10; Sugawara

et al. FEBS J. 2012 Mar;279(6):910-8).




