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2 Prediction 

The prediction process is almost identical to that of model training process except that it 

uses the classification model, the PCA process is replaced by transformation using matrix 

C  defined in the classification model.  

 

In prediction process, the input sample with m lipids measured is normalized such that 

the total lipid content is 1, as shown in Eqn (1). The normalized data is then transformed 

into the principal component space defined in the classification model, which is 

characterized by the matrix C . Upon obtaining the output vector, the first l  rows, where 

l  is a parameter stored in the classification model, of the transformed vector is selected 

and fed into the SVM model, which is stored in the classification model. The SVM model 

then outputs a float value whereby a positive value represents a label of +1 (diseased) and 

a negative value represents a label of -1 (normal). 

 

Figure 1 shows the flow chart of the training and prediction process. 
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Figure 1 The flow chart of the training and prediction process. 
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FIGURE 6 (CONTINUED) 
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FIGURE 7 (CONTINUED) 
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FIGURE 13
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Figure 1 The flow chart of the training and prediction process. 
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