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FIGURE 1B
Chemical name Library Gane |LTRT¥Z33 Pathway
(HM) z-score
L3000 1.0 2.86
L1200 1.0 2 64 Ber-Abl, Src inh;
Dasatinib (BMS-354825)* 13000 Tyrosine kinase inh
01| 279 |(e.g. EGFR, EphR)
L1200 0.1 2.32
L1200 ( 3
CHIR-98014 10 L GSK-3a/B inh
L1200 0.1 2.05
L1200 . :
Saracatinib (AZD0530) 10.9 192 Ber-Abl, Src inh
L3000 1.0 2. 210
CHIR-99021 (CT99021) HCI L3000 10.0 2.77 GSK-3a/B inh
Crenolanib (CP-868596) L1200 1.0 2.72 Fit3, PDGFRa/B inh
Tandutinib (MLN518) L1200 10.0 2.54 FIt3, PDGFR, Kit inh
Phenformin HCI* L1200 10.0 2.21 AMPK activator
PF-04217903* L1200 10.0 2.10 c-Met inh
AZD5438* L1200 1.0 1.95 CDK1/2/9 inh
Enzastaurin (LY317615) L3000 10.0 1.94 PKC inh
Vismodegib (GDC-0449)* L3000 10.0 1.93 Smo inh




3/72

FIGURE 1C
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FIGURE 2B
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FIGURE 2C
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FIGURE 2D
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FIGURE 2E
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FIGURE 3A
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FIGURE 3C
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FIGURE 3D
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FIGURE 3E
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FIGURE 3F
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FIGURE 3G
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FIGURE 3H
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FIGURE 4A
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FIGURE 4C
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FIGURE 4E
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FIGURE 5B
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FIGURE 5C
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FIGURE 5D
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FIGURE SE
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FIGURE SF
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FIGURE 5G
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FIGURE 6C
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FIGURE 6D
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FIGURE 7B
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FIGURE 7C
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FIGURE 7D
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FIGURE 8B
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FIGURE 8C
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FIGURE 8F
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FIGURE 8G
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FIGURE 8H
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FIGURE 81
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FIGURE 8J
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FIGURE 8K

R®=0.826

3 ° |
3
4|
N
N 2|
o B
8ol "
% Chemicals
-2 s*s DMSO

~« =+ primed->3iL

2 8§ 2 4 &
Replicate 1 z-scores

Replicate 1 vs 3: R*=0.816
Replicate 2 vs 3: R°=0.812



50/72

FIGURE 8L
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FIGURE 8M
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FIGURE 9A
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FIGURE 9B
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FIGURE 9C
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FIGURE 9D
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FIGURE 9E
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FIGURE 9F
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FIGURE 9H
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FIGURE 10B
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FIGURE 10C
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FIGURE 11A
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FIGURE 11B
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FIGURE 11C
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FIGURE 11D
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FIGURE 12B
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FIGURE 12C
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FIGURE 12D
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FIGURE 12E
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