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Figure S1: Model of a putative LmHsp100N-substrate complex. Key residues are labelled and depicted as 

stick models and surface rendering. (A) Superposition of LmHsp100N onto the crystal structure of yeast 

Hsp104N bound to the C-terminal helix of a neighboring N-domain (PDB: 6AMN) 1. The C-terminal helix 

(residues 341-352) of sequence AEPSVRQTVAIL (orange), which mimics a substrate peptide 1, is depicted 

as stick model and surface representation. The figure highlights the putative interface between the N-

domain and substrate. (B) Model of LmHsp100N bound to casein, an Hsp100 model substrate, depicted as 

poly-alanine (gold). LmHsp100N was superposed onto the 3D structure of the N-domain of an E. coli ClpB 

hexamer bound to casein (PDB: 6OG3_C) 2. The casein side-chains were not resolved in the cryoEM 

reconstruction with casein represented as a poly-alanine model 2.
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