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RANDOMIZATION1

NORMALIZATION AND SLEA

ROBUSTNESS OF SLEA AMONG DATASET WITH DIFFERENT SAMPLE SIZES

CORRELATIONS
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ER

GSE2034: breast, Wang et al. 2005 (286 tumors)
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GSE1456: breast, Pawitan et al. 2005 (159 tumors)
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GSE3494: breast, Miller et al. 2005GSE4922: breast, Ivshina et al. 2006
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GSE9891: ovary, Tothill et al. 2008 GSE13876: ovary, Crijns et al. 2009

TCGA-OV: ovary, TCGA et al. 2011 GSE4573: lung, Raponi et al. 2006
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GSE13507: bladder, Kim et al. 2010 GSE17538: colon, Smith et al. 2010

TCGA-GBM: brain, TCGA 2008
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Supplementary figure 7 cont'd
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