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Score

p-value # gp exceeding % gp exceeding fold advantage
0e+00 194 0.003 Inf
le-06 395 0.006 61.97
1le-05 1077 0.017 16.90
le-04 14370 0.225 22.54
1e-03 106948 1.678 16.78
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Score

p-value # gp exceeding % gp exceeding fold advantage
0e+00 136 0.002 Inf
le-06 476 0.007 74.68
1le-05 1566 0.025 24.57
le-04 6342 0.099 9.95
1e-03 30017 0.471 4.71




