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<  1>     
Cancer type Poor prognosis Good prognosis 

(LIHC) 150 51 
(LUAD) 204 60 

(PAAD) 92 8 
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3.   

     CNN  

 
 

(  3)       

 
( 4)        

 Precision-Recall . (A) , (B) 

, (C) ; 2D+CNN    CNN

  , 2D+MLP    1

      

, 1D+MLP      

  .    AUC . 

 
<  2>      

Model  
(LIHC) 

 
(LUAD) 

 
(PAAD) 

2D+CNN 0.821 0.816 0.944 
2D+MLP 0.746 0.780 0.931 
1D+MLP 0.786 0.799 0.952 

*  Precision-Recall  AUC  
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