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EGFR signaling (n=10) 1
DNA replication (n=22) -
Protein stability and degradation (n=9) 207
Chromatin histone methylation (n=4) 1
Mitosis (n=12) -

RTK signaling (n=13) 1

Apoptosis regulation (n=17) 1

Other (n=28)

Cell cycle (n=14)

Chromatin histone acetylation (n=9)
WNT signaling (n=8) 1

p53 pathway (n=4) 1

IGF1R signaling (n=4) -

ERK MAPK signaling (n=18) 1

Other, kinases (n=27) -

Unclassified (n=5) -

Metabolism (n=6)
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Genome integrity (n=10) 1
JNK and p38 signaling (n=3) -
Hormone-related (n=1) -
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Cytoskeleton (n=7) 1
Chromatin other (n=5) - median A =2114

PI3K/MTOR signaling (n=30) 1
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