
Figure S11. Kaplan-Meier plots of survival time of the Consortium cohort based
on the 48 NR expression signatures.
Unsupervised hierarchical cluster analysis of the microarray signature of the 48 NRs
divides the 442 Consortium samples into two clusters. P-values were obtained using
the log-rank test. Red and black colors were defined by unsupervised clustering
algorithm using NR gene signature. Open circles indicate censored samples.


