Title: Supplementary Data 1.
Description: Protein C-alpha RMSD. Protein C-alpha root mean square

deviations (RMSDs) for the LptDE and LptDEM complexes over 3 x 500 ns simulations. In all
cases the RMSDs converge to ca. 0.3 nm, suggesting that the input models are stable.

Title: Supplementary Data 2.
Description: LptD Deuteration kinetics.

Relative deuterium uptake plot as a function of deuterium exposure time for each peptide of

LptD in LptDE (red line) and LptDEM (blue line). Maximally deuterated control is represented
in triplicate at t = 30 min (in some cases for, e.g. peptide [494-499], the uptake of the control

overlays with the 30 min timepoint).

Title: Supplementary Data 3.
Description: LptE Deuteration kinetics.

Relative deuterium uptake plot as a function of deuterium exposure time for each peptide of

LptE in LptDE (red line) and LptDEM (blue line). Maximally deuterated control is represented
in triplicate at t = 30 min (in some cases for, e.g. peptide [123-132], the uptake of the control
overlays with the 30 min time point).

Title: Supplementary Data 4.
Description: List of protein sequences similar to LptM in proteobacteria

Title: Supplementary Data 5.
Description: List of protein sequences similar to LptM in non-proteobacteria

Title: Supplementary Data 6.

Description: List of protein sequences similar to LptM in Enterobacteriaceae



