
  −log10 p = 30

  −log10 p = 17.5

  −log10 p = 1.9

  −log10 p = 3

  −log10 p = 15.9

  −log10 p = 13.1

  −log10 p = 3.6

  −log10 p = 2.8

  −log10 p = 20.5

  −log10 p = 22.6

  −log10 p = 2.1

  −log10 p = 19.1

  −log10 p = 16.4

  −log10 p = 1.8

  −log10 p = 16.7

  −log10 p = 12.2

  −log10 p = 1.9
KG Cardiac Muscle

Contraction KG Retinol Metab

HM KRAS Signal Dn
KG Neuroactive
Ligand Receptor

Interaction

KG Metab Of
Xenobiotics By

Cytochrome P450
KG Phenylalanine

Metab
KG Maturity Onset
Diabetes Of The

Young

HM Mitotic Spindle RT Bcr Signal RT Neutrophil
Degranulation

KG Pathways In
Cancer

RT Mhc1 Antigen
Presentation

HM Emt HM Protein Secretion HM MTORC1 Signal HM Glycolysis HM Hypoxia

0
10

00
0

20
00

0
30

00
0 0

10
00

0
20

00
0

30
00

0

0
10

00
0

20
00

0
30

00
0 0

10
00

0
20

00
0

30
00

0 0
10

00
0

20
00

0
30

00
0

0

10000

20000

30000

0

10000

20000

30000

0

10000

20000

30000

0

10000

20000

30000

Random gene rank

O
bs

er
ve

d 
ge

ne
 ra

nk

Up Down

Chromatin only mutant vs wild type PAAD
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MAPK only mutant vs wild type PAAD
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SMAD4 only mutant vs wild type PAAD
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