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Figure S1 Dox withdrawal inhibits TAZpep cell proliferation

A. gRT-PCR experiment detection of TAZ, CYR61, ANKRD1 and AXL expression in TAZpep
cells in response to dox treatment. Relative expression was normalized by GAPDH
expression. Unpaired two-tailed student t-test: *** p<0.001

B. Immunoblotting detection of CYRG61 in response to dox treatment in TAZpep cells. GAPDH
was used as a loading control.
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C. Representative images of TAZpep cell morphology in a 2D culture under the condition of
Dox treatment or Dox withdrawal. TAZpep cells grown in the presence of 2 pg/ml dox.
Scale bar=50 pm.

D. Representative images of TAZpep cell morphology in a 3D culture under the condition of
Dox treatment or Dox withdrawal. TAZpep cells grown in the presence of 2 pg/ml dox.
Scale bar=50 pm.

E. Representative images and quantification of colony formation in soft agar of TAZpep and
TAZip cells. Data are shown as the mean + SD. Unpaired two-tailed student t-test:
NS=not significant.

=== FDR<0.05

WNT BETA CATENIN SIGNALING
INTERFERON GAMMA RESPONSE
TNFA SIGNALING VIA NFKB
G2M CHECKPOINT
P53 PATHWAY
MYOGENESIS
MTORC1 SIGNALING
MITOTIC SIGNALING
COAGULATION
INTERFERON ALPHA RESPONSE
APICAL JUNCTION
HYPOXIA
INFLAMATORY RESPONSE
UV RESPONSE DN
EPITHELIAL MESENCHYMAL TRANSITION

r T T T T T T T 1
-25 -2.0 -15 -1.0 -0.5 0.0 0.5 1.0 1.5

Normalized Enrichement Score

=== FDR<0.05

MEISSNER_BRAIN_HCP_H3K27ME3
MIKKELSEN_IPS_WITH_HCP_H3K27ME3
BENPORATH_PRC2-TARGETS
MIKKELSEN_MCV6_HCP_WITH_H3K27ME3
MIKKELSEN_MEF_WITH_HCP_H3K27ME3
MIKKELSEN_NPC_WITH_HCP_H3K27ME3
MEISSNER_NPC_HCP_H3K4ME3_AND_H3K27ME3|
MEISSNER_NPC_HCP_H3K4ME2_AND_H3K27ME3
MIKKELSEN_MCV6_ICP_WITH_H3K27ME3
GRAHAM_CML_QUIESCENT_VS_NORMAL_DIVIDING_DN
BEIER_GLIOMA_STEM_CELL_UP|
ZHOU_PANCREATIC_EXOCRINE_PROGENITOR
KORKOLA_EMBRYONIC_CARCINOMA_VS_SEMINOMA_UP
OHM_EMBRYONIC_CARCINOMA DN
MEISSNER_NPC_HCP_H3_UMETHYLATED!
TESAR_ALK_TARGETS_EPISC_4d_UP
MEISSNER_NPC_HCP_WITH_H3K4ME2
MEISSNER_BRAIN_HCP_H3_UNMETHYLATED
GENTLES_LEUKEMIC_STEM_CELL_DN
JINESH_BLEBBISHIELD_VS_CONTROL_DN
DAZARD_UV_RESPONSE_CLUSTER_G24
LIM_MANMMARY_STEM_CELL_UP
JINESH_BLEBBISHIELD_TRANSFORMED_STEM.\BELL_SPHERES_UP
HOEBEKE_LYMPHOID_STEM_CELL_DN
BENPORATH_PROLIFERATION
JINESH_BLEBBISHIELD_TO_IMMUNE_CELL_FUSION_PBSHMS_UP
GUENTHER_GROWTH_SPHERICAL_VS_ADHERENT_UP
PASINI_SUZ12_TARGETS_DN
HARRIS_BRAIN_CANCER_PROGENITORS
REN_ALVEOLAR_RHABDOMYOSARCOMA DN
CORDEONS| YAP _CONSERVED SIGNATURE

25 2.0 15 -1.0 05 0.0 0.5 1.0 15 2.0 25
Normalized Enrichement Score

Figure S2 KEGG and GO term analysis of TAZper and TAZinD enriched pathways.
A. KEGG analysis for pathway alterations in TAZper and TAZiND cells.
B. GO term analysis identified enrichment biological processes in TAZper and TAZinD cells.
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TAZpep enriched
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Figure S3 GSEA analysis of TAZper and TAZino enriched pathways.

Supplemental Tables

Table-S1 Genetically characterization of TAZper and TAZinp cells.

Table-S2 Differential expression gene changes of TAZino versus TAZpep cells.

Table-S3 List of ~600 compounds library.
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Table-S4 List of TAZpep cells sensitive compounds.
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