
Supplementary Table 7. Quality validation of the three-dimensional (3D) structure of the constructed vaccine and 

refined structures    

Model GDT-HA RMSD MolProbity Clash score Poor 

rotamers 

Rama favored 

Initial 1 0 1.484 2.9 0.3 93.9 

MODEL 1 0.9853 0.295 2.055 19.9 0.6 96.1 

MODEL 2 0.9774 0.319 2.034 18.8 0.3 96.1 

MODEL 3 0.9831 0.312 2.117 20.3 0.3 95.5 

MODEL 4 0.9797 0.318 2.089 20.6 0.6 95.9 

MODEL 5 0.9814 0.311 2.092 19.9 0.3 95.7 

RMSD, root mean square deviation. 

 

 

 


