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Figure 1 — figure supplement 4. Comparison of MlaFB from X-ray and Cryo-EM structures. (A) The EM (this
study, PDB 6XBD) and X-Ray (Kolich et al., 2020, PDB: 6XGY) models were aligned on the MlaF dimer, and to
illustrate differences, lines between alpha-carbons are shown using a modified version of the ColorByRMSD pymol
script. (B) Cryo-EM density map of MlaFEDB. The C-terminal extension (red) of one MlaF monomer (pink) wraps
around the other MlaF monomer (slate blue), placing a small helix at the MlaF/MlaB interface, consistent with the X-
Ray structure of MlaFB alone (Kolich et al., 2020). (C) Interaction between MlaF and the coupling helix of MlaE in the
cryo EM structure.
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