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Fig. S1. Crystal structure of InlB321_4R. Backbone superposition of 
aligned InlB321(PDB code 1h6t, orange) and InlB321_4R (yellow). 
The r.m.s.d. between C-alphas of the aligned molecules is 1.23 Å.
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Fig. S2. Purity and oligomeric state of InlB241_CD and InlB321_CD. (a) SDS-PAGE 
analysis of InlB241 and InlB321 monomers and the respective crystal dimers carried out 
under reducing conditions (left) and non-reducing conditions (right). The molecular 
weight of monomeric InlB241 and InlB321 is ~25 kDa and ~32 kDa, respectively. (b) 
Assessment of the oligomeric state by analytical size exclusion chromatography 
(Superdex 200). Chromatograms show elution profiles of InlB241 monomer and dimer 
(left) and monomeric wild type InlB321, InlB321_4R and dimeric InlB321_CD (right).
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Fig. S3. Loading control for the anti-phospho tyrosine western blots 
against Met, Erk and Akt showing the amount of total protein. (a) 
Loading control for Fig. 2d. (b) Loading control for Fig .3a. (c) 
Loading control for Fig. 5a.
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Fig. S4. MDCK cell colony scattering assay. Photographs from one titration are shown of five 
representative colonies at different concentrations for all proteins used in this study. (sf = 
HGF/SF). 
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