TAZ downstream targets (1238)
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S7 Fig. CYR61 and TAZ are biological linked and share important cellular functions.
A. TAZ downstream targets represent a category of significantly over-represented genes
among the 19 barcode and differentially expressed genes (hypergeometric test
pvalue=2.2x10", 12719 unique genes represented in the Affymetrix HG-133A GeneChip®
platform). B. CYR61 and TAZ as query genes in GeneMania network are able to highlight
network neighbors which are also TAZ downstream targets, differentially expressed genes
and barcode genes. Network genes only connected via co-expression are represented in
fig. S4. C. Top 20 significantly enriched (q-value<0.05) GO Biological Processes associated
with CYR61, TAZ and their 100 GeneMAnia network neighbors. Yellow dots illustrate the

adjusted p-values for each GO-BP category.



