S1 Figure – A bar plot describing the average accuracy over a five-fold cross validation procedure for MGE-SVM classifiers of cancerous vs. noncancerous samples trained on either individual metabolic gene expression levels (black bars) or aggregate metabolic pathway expression levels (grey bars). Metabolic pathway expression is defined based on the mean of the expression of all genes associated with a pathway (methods). Accuracy denotes the percentage of correctly classified samples (accuracy is an appropriate metric because all datasets had comparable ratios of positive and negative samples, see Methods). Error bars represent one standard deviation, and p-values are for a one-sided, paired-sample t-test for the accuracy of each of the five folds. (G) Stands for datasets from GEO and (T) for datasets from TCGA (refer to Methods table 5.1 for details concerning the datasets studied here).
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