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Top Canonical Pathway P-Value
EIF2 Signaling 4.0E-09
Estrogen Receptor Signaling 1.04E-08
Assembly of RNA Polymerase |l Complex 7.26E-08

Molecular and Cellular Function P-Value
RNA Post-Transcriptional Modification 2.62E-09
Molecular Transport 2.18E-07
Gene Expression 3.10E-07

Top Canonical Pathway P-Value
EIF2 Signaling 2.10E-12
Chronic Myeloid Leukemia Signaling 2.18E-11
Protein Ubiquitination Pathway 7.55E-11
Molecular Mechanisms of Cancer 8.16E-11

Top Upstream Regulators P-Value
NUPR1 6.10E-20
TP53 1.23E-17
PDGF-BB 3.44E-15
CST5 5.03E-15
MYC 7.33E-13

Molecular and Cellular Functions P-Value

Gene Expression

Cell Death and Survival

Cellular Development

Cellular Growth and Proliferation

Protein Synthesis

K2 #M CK2 complexes( LEY) 7 & Uhic CK2-ChIP-Seq % — %"y FEETF (TE) © GO kR

1.13E-06 — 3.19E-53
3.74E-06 — 5.28E-37
8.39E-07 — 1.83E-30
8.39E-07 - 1.83E-30
3.42E-06 - 9.61E-27
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