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Obr.1:  HvXET4 s 
  



 
-listov 

v HvXET3 v mieste, kde je  stabilite 
 

 

 

V  HvXET4 programom AlphaFold. RMSD (root 

-listov, nechal AlphaFold 
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usporiadanie neobjavilo. 
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navrhol AlphaFold pre HvXET4. 
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Modeller. V 
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-listami, 

  



 

Obr. 3 
a Modeller. 

 

 
Program AlphaFold vytvoril v -  

AlphaFoldom ako Modellerom. Rozdiely v mod
-listov a 

-
algoritmy oboch programov.   
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