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Disease and Function

Sized by number of genes; colored by Z-Score

Cell Death and Survival

Categories
1 Cell Death and Survival
2 Cell Death and Survival
3 Cell Death and Survival
4 Gene Expression

Cellular Function and Ma..

Gene Expression

Diseases or Functions Annotation

Organismal Injury .. | Tissue Developm...

p-value Activation z-score # Molecules

apoptosis of tumor cell lines 1,47E-04 -0,708 30

cell death of tumor cell lines 2,64E-04 -1,13 35
apoptosis 3,16E-04 0,464 50

activation of DNA endogenous promoter 3,71E-04 -1,515 29

D) Top ten upstream
regulators (predicted
by IPA) are listed with Z
scores and the overlap
p-values and numbers
of regulated genes in
data. E) Categories in
disease and function
(predicted by IPA) with
the highest four
significant
subcategories are listed
together with p-values
and activation scores.



