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Figure S8. Classification tree structures built from MDACC and Consortium
datasets.

(A) Decision tree model built from MDACC samples using the NR gene
expression signature. The gene expression of each patient was measured by
QPCR. Seventeen patients within the high risk group (SHP expression < -8.456)
and 13 patients within the low risk group (SHP expression = -8.456) are predicted
by the decision tree. Sixteen out of 17 patients in the high risk group have events
with an estimated rate of 2.27, while only 1 out of 13 patients in the low risk group
have events with an estimated rate of 1.74.

(B) Decision tree model built from MDACC samples using NR gene expression
signature after removal of the SHP gene. Seventeen patients within the high risk
group (PR expression < -4.9) and 13 patients within the low risk group (PR = 4.9)
are predicted by the decision tree. Thirteen out of 13 patients in the high risk
group have events with an estimated rate of 2.90, while only 4 out of 17 patients
in the low risk group have events with an estimated rate of 0.353.



