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Figure 1: Histograms of the genes’ Z-score for 5 randomly picked genes for each of the six datasets. The
Z-scores were measured using Ns

2 samples, which were randomly picked 10000 times out of the whole Ns

samples. One can see that the measured Z-scores are to a very good approximation Normally distributed.

a b Vt

Breast Cancer (10) 1.008 −0.9913 0.004451
Breast Cancer (11) 0.9806 −0.9920 0.0030

Acute Lymphocytic Leukaemia (5) 0.9255 −0.9917 0.0025
Hepatocellular Carcinoma (25) 0.9645 −0.9851 0.00824

Lung Cancer (7) 0.855 −0.9719 5.618e− 005
Lung Cancer (3) 1.011 −1.003 0.002549

Table 1: Effective noise as measured in the six real datasets (see Materials and Methods for Details). The
values a, b and Vt are the coefficients of the fit V (n) = a(n− 3)b + Vt where a(n− 3)b and Vt are estimations
for the effective σ2

n and for the variance of the true distribution q(Zt) respectively.
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