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Figure S1: Alignment of the backbone atoms of the crystal (gray), apo (cyan), ATP+ (red) and ATP-A22+ (green) structures on the inter-protofilament interface. The atoms on this face produce poor alignment, indicating conformational variation on this interface.

Figure S2: Alignment of the backbone atoms of the crystal (gray), apo (cyan), ATP+ (red) and ATP-A22+ (green) structures on the face opposite the inter-protofilament interface. The atoms on this face produce a good alignment, indicating no conformational variation on this face.

Video S1: Behavior of the H4-S9 loop in the ATP+, ATP-A22+ and apo state of MreB. The H4-S9 loop extends freely in the ATP+ state to allow the subdomain IIA to move outwards leading to a relax structure. The H4-S9 loop is rigid in the ATP-A22+ and apo states leading to compact structures.
















	
[image: ]


Figure S1. Alignment of the backbone atoms of the crystal (gray), apo (cyan), ATP+ (red) and ATP-A22+ (green) structures on the inter-protofilament interface. The atoms on this face produce poor alignment, indicating conformational variation on this interface.
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Figure S2. Alignment of the backbone atoms of the crystal (gray), apo (cyan), ATP+ (red) and ATP-A22+ (green) structures on the face opposite the inter-protofilament interface. The atoms on this face produce a good alignment, indicating no conformational variation on this face.
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