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Figure 4 — figure supplement 2. Asymmetry of lipid interactions and asymmetry of MlaD in the MlaFEDB
complex. (a) MlaE protomers (salmon) and nearby MlaD subunits (green) shown as a surface, with residues within
4.5 Å of lipid 1 colored blue and residues within 4.5 Å of lipid 2 colored magenta. (b) X-ray (orange, PDB 5UW2) and
EM (green, PDB 6XBD) structures aligned on the whole hexamer, highlighting differences in the conformations of the
pore lining loops of MlaD between the symmetric crystal structure and the asymmetric EM structure. (c) The EM and
X-Ray MlaD structures were aligned on chain A and, to illustrate the tilt and break in symmetry, lines were drawn
between alpha-carbons using a modified version of the ColorByRMSD pymol script.
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