Supplementary Table 2: Gene Sets enriched in the <40 group for METABRIC cohorts.
FDR cutoff < 10 % (FDR cutoff < 5% for GO/BP).

Categories Systematic name Gene set False Discovery Rate(%)
L M2757 MTOR_UP.N4.Vv1_UP 0.16
Oncogenic signatures - -
M2728 RAF_UP.V1_UP 1.5
M2876 KRAS.50_UP.V1_DN 1.54
M2848 HOXA9_DN.V1_DN 1.55
M2822 IL2_UP.V1 UP 1.56
M2675 VEGF_A_UP.V1_DN 2.64
M2669 AKT_UP.V1_UP 3.97
M2664 AKT_UP_MTOR_DN.V1_DN 4.02
M2861 KRAS.DF.V1_DN 4.17
M2880 KRAS.600_UP.V1_DN 4.64
M2708 MYC_UP.V1_DN 5.7
M2874 KRAS.300_UP.V1_DN 6.18
M2672 MTOR_UP.V1_UP 6.81
M2698 P53_DN.V1_UP 7.8
M2634 EGFR_UP.V1_UP 7.91
M5924 HALLMARK_MTORC1_SIGNALING 0.22
M5901 HALLMARK_G2M_CHECKPOINT 0.25
M5926 HALLMARK_MYC_TARGETS_V1 0.41
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M5951 HALLMARK_SPERMATOGENESIS 1.32
M5928 HALLMARK_MYC_TARGETS_V2 1.53
M5893 HALLMARK_MITOTIC_SPINDLE 1.67
HALLMARK_CHOLESTEROL_HOME
M5892 - - 4.45
Hallmark gene sets OSTASIS
M5925 HALLMARK_E2F_TARGETS 4.47
M5937 HALLMARK_GLYCOLYSIS 5.48
M5891 HALLMARK_HYPOXIA 5.93
M5903 HALLMARK_NOTCH_SIGNALING 6.03
M5890 HALLMARK_TNFA_SIGNALING_VIA 6.1
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