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Figure 1: Ovarian data. Displayed are expression intensities of genes distinguishing normal
from ovarian samples based on t-statistics. (A) Top 25 genes highly expressed in normal
relative to ovarian tumor samples. (B) Top 25 genes highly expressed in ovarian tumor
relative to normal samples. Expressions values here are rescaled signal − background and
log transformed measurements. Expressions are standardized so that the mean is 0 and the
standard deviation is 1.

2



−3

−2

−1

0 

1 

2 

ALL −−> AML −−>

(A)

−3

−2

−1

0 

1 

2 

AML −−> ALL −−>

(B)

Figure 2: Leukemia data. Displayed are expression intensities of genes distinguishing
ALL from AML samples based on t-statistics. (A) Top 25 genes highly expressed in AML
relative to ALL samples. (B) Top 25 genes highly expressed in ALL relative to AML samples.
Expressions are log transformed and standardized so that the mean is 0 and the standard
deviation is 1.
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Figure 3: Lymphoma data. Displayed are the relative expression intensities of genes
distinguishing DLBCL from BCLL samples based on t-statistics. (A) Top 25 genes highly
expressed in DLBCL relative to BCLL samples. (B) Top 25 genes highly expressed in BCLL
relative to DLBCL samples. Relative expression values here are log(Cy5/Cy3) values and
Cy5 and Cy3 values are signal−background measurements. Expressions are standardized so
that the mean is 0 and the standard deviation is 1.
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Figure 4: Colon data. Displayed are the expression intensities of genes distinguishing tumor
from normal colon samples based on t-statistics. (A) Top 25 genes highly expressed in normal
relative to colon tissue samples. (B) Top 25 genes highly expressed in colon relative to normal
tissue samples. Expressions are log transformed and standardized so that the mean is 0 and
the standard deviation is 1. Some samples misclassified by various methods are marked with
an ∗.
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Figure 5: NCI60 data. Displayed are the relative expression intensities of genes distinguish-
ing tumor from NSCLC and renal cell lines based on t-statistics. (A) Top 25 genes highly
expressed in NSCLC relative to renal samples. (B) Top 25 genes highly expressed in renal
relative to NSCLC samples. Relative expression values here are log(Cy5/Cy3) values and
Cy5 and Cy3 values are signal−background measurements. Expressions are standardized so
that the mean is 0 and the standard deviation is 1.
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