Supplementary Tables
Supplementary Table 1. Confusion matrix of prediction results of training set from Gene-pairs model developed on TCGA Microarray and RNA-seq data
	
	Microarray

	
	
	Basal
	Her2
	Lum A
	Lum B
	Normal

	RNA-seq
	Basal
	43
	0
	1
	0
	1

	
	Her2
	0
	27
	0
	1
	0

	
	Lum A
	0
	0
	58
	0
	5

	
	Lum B
	0
	4
	13
	54
	0

	
	Normal
	0
	0
	6
	0
	15


The Gene-pairs model showed high prediction consistency when applied to the training set of TCGA Microarray and RNA-seq data. Models were developed using combined TCGA Microarray and RNA-seq data from 523 samples. The training set consisted of data from 228 individuals who had both Microarray and RNA-seq data available.

Supplementary Table 2. Matthews Correlation Coefficients (MCCs) for test samples predicted by models developed on RNA-seq and Microarray data
	
	RNA-seq
	Microarray

	Models
	All genes*
	Intrinsic genes*
	All genes*
	Intrinsic genes*

	Gene-pairs
	0.672
	0.592
	0.645
	0.518

	PAM
	0.799
	0.807
	0.808
	0.799

	PAM + Spearman
	0.804
	0.796
	0.803
	0.787

	ClaNC
	0.766
	0.768
	0.763
	0.757

	ClaNC + PAM
	0.777
	0.791
	0.778
	0.774

	ClaNC + PAM + Spearman
	0.764
	0.783
	0.767
	0.757


*: Average MCC of 20 built models except for Gene-pairs models
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