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CCl4

Summary of Analysis - Selected DownLiver M1 Copy AND Or of ttest001 - 2015-01-06 08.20

Top Canonical Pathways

Name p-value Ratio
EIF2 Signaling 1.43E-37 72/185
(0.389)
Oxidative Phosphorylation 1.22E-31 51/109
(0.468)
Mitochondrial Dysfunction 1.34E-28 60/171
(0.351)
Regulation of elF4 and p70S6K Signaling 8.63E-14 38/146
(0.26)
Acute Phase Response Signaling 2E-10 36/169
(0.213)

Top Upstream Regulators

Upstream Regulator p-value of overlap Predicted
Activation
State
RICTOR 7.17E-75 Activated
HNF4A 1.21E-45 Inhibited
MYCN 6.44E-35 Inhibited
CD 437 1.70E-32 Activated
5-fluorouracil 8.72E-30 Activated
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