Supplementary figure 1
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Supplementary figure 2

Z-scores with median as test statistic

n

-

10

5

0

-5

-10

—

r=0.99
p-value<?.2e-16

| | | | |
-9 0 5 10 15

Z-scores with mean as test statistic




Supplementary figure 3
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Supplementary figure 4
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Supplementary figure 5
a) GSE2034: breast, Wang
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Supplementary Figure 6
GSE4922: breast, lvshina et al. 2006
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Supplementary figure 7
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Supplementary figure 7 cont'd
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Supplementary Figure 8

GSE3141: lung Bild 2006

GSE4573: lung Raponi 2006

GSE17538: colon, Smith 2010

GSE13507: bladder, Kim 2010
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Supplementary Figure 8 cont'd
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