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probes from Bertilsson et al. probes from Chen et al.

Significant expression changes for the entire dataset (4// data; White bars) are separated into
contributions from cancer related changes (Cancer; Green bars) and changes related to
variations in stroma content (Stroma; Red bars). The dotted line represents a p-value of 0.05.
The results are based on a strategy where the sample set is divided into two groups which,
minimize and maximize the effect of the confounding stroma tissue, respectively (1). All four
probes for PRL3 (PTP4A43) in the dataset from Bertilsson et al. (2) display an elevated cancer
compared to stroma contribution. This trend was also confirmed for both PTP4A43 probes in
an independent dataset from Chen et al. (3), using the same analysis strategy. When all probes
are sorted according to their respective p-values, the highest probe ranking increased from
1037 and 2832 (All data) to 64 and 122 (Cancer) in the data from Bertilsson et al. (2) and
Chen et al. (3) respectively. Thus PRL-3 rank among the top 125 cancer related genes in two
independent patient cohorts, which should make it a highly relevant target in prostate cancer.

P-values for the four probes used in the tissue microarray analysis

Probe Low vs Normal Medium vs Normal High vs Normal
ILMN_ 3250321 5.7e-8 2.0e-12 2.3e-6
ILMN_ 2359710 0.02 1.3e-5 4.3e-5
ILMN_1769779 0.002 5.2e-8 6.8e-5

ILMN_ 1662427 0.02 1.5e-6 3.1e-5
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