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Figure 1. IST-9 antibody blockade of ERK1/2 and FAK signaling at 12 h post-TGF-β1 treatment. 

NIH/3T3 cells were incubated in the presence or absence of 10 ng/mL TGF-β1 with or without IST-9 

antibody for 12 h, before assessment of ERK1/2 and FAK protein expression and phosphorylation. 

Immunoblots are displayed alongside corresponding densitometry analysis of phospho-protein/total-

protein and total-protein/GAPDH loading control. Blots and data are representative of three 

independent experiments and data is shown as the mean ± S.E. Statistical analysis is shown as ***p ≤ 

0.001, **p ≤ 0.01, ns = no statistical significance (p > 0.05). 

 

 

Figure S2. Modeller scores for ITGB1 mapped to the ITGB7 template.  



 

Figure S3. PROCHECK pass results for the α4β1 3D receptor model. 

 

Figure S4. Verify3D pass results for the α4β1 3D receptor model. 

PROCHECK Summary                                           

Total residues: 966 residues 
 

Ramachandran plot: 81.7% most favoured region   

       17.0% additional allowed region    

      0.7% generously allowed region    

      0.6% disallowed region 
 

All Ramachandrans:     42 labelled residues (out of 955) 

Chi1-chi2 plots:       8 labelled residues (out of 583)             

Side-chain parameters: 5 better; 0 inside; 0 worse               

                                                                             

Residue properties: Max.deviation:  16.2; Bad contacts: 22  

                    Bond len/angle: 9.0; Morris et al class: 1 1 2 

2 cis-peptides                                                     

G-factors Dihedrals: -0.22; Covalent: 0.31; Overall: -0.01  

                                                                             

Planar groups: 100.0% within limits; 0.0% highlighted 


