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SUPPORTING FIGURE 5 
Three-fold cross-validation analysis schema. A 3-fold cross-validation design was used to 
train a committee of support vector machines (SVMs) to predict the PTEN status of the 
tumors and generate a consensus list of ranked PTEN signature genes. The procedure 
was carried out as follows: (1) partition the tumors randomly into 3 equal sized groups 
with roughly an equal distribution of the sample labels in each group; (2) select 2 of the 
groups for training, and the remaining group is left as the prediction test set; within the 
training set, rank the genes according to the correlation of their expression measure
ments to PTEN status using the Mann-Whitney (MW) test and use this ranked gene 
expression matrix as input to train a SVM; (3) data from the test group are fed to the SVM 
and each test tumor is classified as PTEN positive or negative; (4) steps 2-3 are repeated 
twice, such that each time a different group is put aside as the test group; (5) steps 1-4 
are repeated 9 more times, in which each time a new random partition into thirds is made.  
In such a way, 30 SVMs in all were trained and each tumor received a prediction output 
from 10 SVMs. 


