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Sorted by importance values 

23 genes selected 

Ten-fold cross validation 
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Training set 

Random forests classifier 

Validation set 

Apply classifier to the validation set 
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Gene_Expression 

Apply step function and  

transform to Gene_Score 
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(Alive) (Deceased) 

𝑥𝑘 =
exp(𝑛𝑘)

 exp(𝑛𝑖)
2
𝑖=1

 𝐹 = − 𝑡𝑛 log𝑋𝑁

905

𝑁=1

 

Loss function (F) 

(cross entropy error) Softmax function 

Minimize loss function by a gradient descent method 

Defined and calculate ‘Gene_Weight’ 


