
Appendix: Additional Numerical Results

Table 5: Simulation for a continuous response under the transformation model. AR(0.8) correlation
structure and Error 1. In each cell, AUC based on 100 replicates (mean in the first row, standard
deviation in the second row).

t1/3 t t3 t5

SPRE 0.805 0.828 0.828 0.831
0.057 0.049 0.041 0.054

Single Index 0.752 0.767 0.614 0.551
0.102 0.063 0.077 0.053
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Figure 1: Parameter paths for a gene with important interactions. The vertical line corresponds to
λ selected using 2-fold cross validation.
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Figure 2: Parameter paths for a gene without important interaction. The vertical line corresponds
to λ selected using 2-fold cross validation.
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