
Table S3 - Gene Set enrichment analysis (related to Figure 1E)

SIZE ES NES NOM p-val FDR q-val FWER p-val

RANK AT 

MAX LEADING EDGE

E_HMLER (150) 142 -0.3682842 -5.131866 < 0.0001 < 0.0001 < 0.01 1554 tags=47%, list=11%, signal=52%

M_HMLER (150) 133 0.6444159 8.585951 < 0.0001 < 0.0001 < 0.01 2296 tags=80%, list=16%, signal=94%

E_HMLE (128) 141 -0.2024301 -2.8126867 < 0.0001 < 0.0001 < 0.01 1310 tags=29%, list=9%, signal=32%

M_HMLE (59) 77 0.4747764 4.7592473 < 0.0001 < 0.0001 < 0.01 2001 tags=61%, list=14%, signal=70%

E_HMLER (150) 121 0.8161899 10.590222 < 0.0001 < 0.0001 < 0.01 1277 tags=90%, list=9%, signal=98%

M_HMLER (150) 135 -0.4788928 -6.334316 < 0.0001 < 0.0001 < 0.01 1237 tags=56%, list=9%, signal=61%

E_HMLE (128) 122 0.6277533 7.952708 < 0.0001 < 0.0001 < 0.01 2978 tags=84%, list=21%, signal=105%

M_HMLE (59) 77 -0.440355 -4.5861273 < 0.0001 < 0.0001 < 0.01 2404 tags=61%, list=17%, signal=73%
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