Figure S19. A performance comparison of support vector machine (SVM) models in predicting microarray and RNA-Seq validation samples, based on the TCGA AML data without per sample z-score transformation.
In the comparison, microarray and RNA-Seq data were log2 intensity data and log2 counts, respectively. For each of the two binary clinical endpoints and each of the two mapping groups A and B, a set of 500 SVM models were developed from microarray and RNA-Seq training data independently. Each set of models were then used to predict both microarray and RNA-Seq validation samples. The average prediction accuracies of the 500 microarray-based models in prediction microarray data were plotted against those in predicting RNA-Seq data (a), with per sample agreement better than chance assessed with the Kappa statistic as shown in (b); while the average accuracies of the 500 RNA-Seq-based models in predicting RNA-Seq data were compared to those in predicting microarray data (c), with per sample agreement better than chance evaluated with the Kappa statistic as shown in (d). The two symbols in each panel represent the two binary clinical endpoints with green and blue colors denoting mapping groups A and B, respectively. In panels (b) and (d), each symbol denotes the average Kappa statistic of 500 pairs of prediction results; and each error bar shows the 95% confidence interval (CI) for the mean Kappa statistic. Each CI was calculated with the bootstrap estimation.
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