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Figure S1: Analysis of the correlation between FNTB gene expression and tumor microenvironment component 

infiltration in liver cancer patients using publicly available datasets. 

 



 

 

 
 

Figure S2: Validation of the FNTB protein structure using various assessment web-tools. (A) Ramachandran plot 

analysis via SAVES. (B) Protein structure evaluation through ProSA-web. (C) ERRAT plot assessment using 

SAVES. (D) VERIFY 3D plot analysis via SAVES. 
 

  



 

 

Figure S3: Docking analysis of ligand binding with the target protein. (A) Evaluation of binding affinity scores. 

(B) 3D visualization of the FNTB-ligand complex. 

 

 

 


