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Genz B3 = } Average Z-score “YAP1 dependency signature score” = Hierarchical
Gene B4 = (YAPL_DOWN) Forevery sample, compute  average z-score of all YAP1_UP DEG — !
Gene g—é o average Average Z-score of all YAP1_DOWN DEG Cluster_lng
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GSEA & downstream analysis

Color key

|

|

2-1012

|

Row Z-score

i

J

|

R —
I
I
| —
-F'E
L
o < 0 © < W
S © <« © d
4 Y »n 99 2
T 4 T
O & xr o <
O o O O
LLl
o

BICR10

' i 0‘ IIH

I

!

HSC-2

HSC-4



