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Rank-rank plot of all genes
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Scatterplot of all gene sets; FDR<0.05 in red
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Scatterplot of all gene sets; top 30 in red
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Negative regulation of FLT3
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Negative regulation of FLT3
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Phosphorylation of CD3 and TCR zeta chains
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ROS and RNS production in phagocytes
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InIB—mediated entry of Listeria monocytogenes into host cell
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DNA strand elongation
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Activation of the pre-replicative complex
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Negative regulation of MET activity
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AKT phosphorylates targets in the cytosol
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Neutrophil degranulation
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RHO GTPases Activate WASPs and WAVEsS

2000 3.0e-08
2.5e-08
0 [}
[}
e [}
D : 2.0e-08
E :
@ |
£-2000 !
(@) [}
o : 1.5e-08
~ I
% |
@ |
]
-4000 | 1.0e-08
]
]
]
: — 5.0e—09
~6000 :
[}
| I T I | 0.0e+00
0

—-4000 —-2000 2000 4000

Rank in contrast RNA
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