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Supplementary Figure S1. Kaplan-Meier survival curves of NSCLC patients grouped according to 

c-Met expression, as assessed by IHC. 
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Supplementary Figure S2. Overlay of the three-dimensional structure of the wild-type (WT) Sema 

domain of c-Met (chain B of PDB ID 4K3J, in cyan-green) with the predicted structure of mutant I333T 

of the Sema domain of c-Met (magenta). This overlay and the zoom-in into the region of residue 333 

(with residue 333 shown in stick representation) shows that except for the C-terminal flexible loop of 

c-Met’s Sema domain, the three-dimensional structure of the interface region with onartuzumab in 

the 4K3J crystal structure (cf. panel C of Figure 2; in which the Sema domain of c-Met is similarly 

oriented) is not substantially affected. The structure of mutant I333T was predicted using the I-

TASSER webserver, as described earlier (supplemental references 1-3). 

(https://zhanglab.ccmb.med.umich.edu/I-TASSER, accessed on 18 November 2019). 
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