Table 2: Variable selection and variables after prediction model construction with type of data.

	Type of Data
	Initial Number of variables
	Variables after selection: univariable ANOVA analysis with k-fold cross-validation*
	Variables also present in TCGA dataset

	Gene expression: mRNA
	23,528
	496
	496

	miRNA expression
	1,914
	16
	16

	Gene copy number
	23,443
	3,477
	3,477

	Individual exon expression
	468,562
	9,290
	7,402

	Single nucleotide variation
	13,840
	859
	770

	DNA methylation
	66,042
	4,932
	2,433

	Long non-coding RNA
	16,325
	473
	417

	Fusion transcripts
	597
	142*
	6

	Clinical
	40
	1*
	0



To reduce the number of variables, we used univariate analysis of all data with ANOVA to select the variables that were more informative for prediction of response, with a p-value<0.05 (3rd column). All these informative variables found in the UI dataset were available in TCGA for validation in the first 4 types of data, but not for the rest. In the last column we describe the number of variables also present in TCGA. Validation analyses were performed with these common variables to both datasets. 
*Lasso regression was performed directly with no pre-reduction with ANOVA because the smaller number of variables in two types of data: fusion transcripts and clinical data.





