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Supplemental Figures and Text
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GUAN_TAZ_INDUCED
Top 100 genes upregulated in 

MCF10A cells upon TAZ 
overexpression 

Guan et al., J Biol Chem., 2009 19324877 

CORDENONSI_YAP_CONSERVED 57 genes positively regulated 
by YAP/TAZ Cordenonsi et al., Cell, 2011 22078877 

YAP1_UP 
50 upregulated genes 

in MCF10A cells upon YAP 
overexpression 

Zhang et al., Cancer Res., 2008 18413746 

A

Dataset Lineage depletion Subpopulations isolated in dataset Purification method Species GEO Accession 

Lim et al., Nat Med., 2009 CD31, CD45, 
TER119 

Mature luminal (CD49f-/EpCAM+), luminal progenitor (CD49+/
EpCAM+), basal/stem (CD49f+/EpCAM-), stromal (CD49f-/EpCAM-) FACS human GSE16997 

Lim et al. 2010, Breast Cancer Res., 2010 CD31, CD45, 
TER119 

Mature luminal (CD29lo/CD24+/CD61-), luminal progenitor (CD29lo/
CD24+/CD61+), basal/MaSC-enriched (CD29hi/CD24+/CD61+), 

stromal (CD29low/CD24-) 
FACS mouse GSE19446 

Shehata et al., Breast Cancer Res., 2012 CD45, CD31,   
Mature luminal (CD49f-/EpCAM+), luminal progenitor (CD49+/
EpCAM+, with three subsets), basal/MaSC-enriched (CD49f+/

EpCAM-), stromal (CD49f-/EpCAM-) 
FACS human GSE35399 

Nagarajan et al., Stem Cell Reports, 2013 CD45, CD31 Mature luminal (CD49f-/EpCAM+), luminal progenitor (CD49f+/
EpCAM+), basal/MaSC-enriched (CD49f+/EpCAM- or low) FACS human GSE37223 

C

E

D
Gene Set Name

Normalized 
Enrichment 

Score
p-value FDR q-value Rank 

at Max

GUAN_TAZ_INDUCED 1.98 0 0 3260

CORDENONSI_YAP_CONSERVED 1.95 0 0 3889

YAP1_UP 1.63 0.019 0.0054 1235

GUAN_TAZ_INDUCED                CORDENONSI_YAP_CONSERVED

YAP1_UP

Shehata et al. 2012 (human)

Gene sets used for enrichment analysis

Microarray datasets used for enrichment analysis
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BRG1
BAF155_human           HPG-MMPHQ-----QPPPYPLM-HHQMPPPHP----PQP
BAF155_chimpanzee      HPG-MMPHQ-----QPPPYPLM-HHQMPPPHP----PQP
BAF155_dog             HPG-MMPHQ-----QPPPYPLM-HHQMPPPHP----PQP
BAF155_bovine          HPG-MMPHQ-----QPPPYPLM-HHQMPPPHP----PQP
BAF155_mouse           HPG-MMPHQ-----QPPPYPLM-HHQMPPPHP----PQP
BAF155_rat             HPG-MMPHQ-----QPPPYPMM-HHQMPPPHP----PQP
BAF155_xenopus         LPG-MMGHQAQ--QQPPPYG-V-HQQMPPPHP----SQP
BAF155_zebrafish       H-------------PGPGFPPM-HHPMGPHHT----PQT
BAF155_drosophila      LPQAQQPQQQQ--QTLPPHPHLAQQQQLPPHPHQLPPQS
BAF155_C.elegans       IPEKMDTSEAATAARPPSTPQ---APQAPPVQ----AAP
BAF155_yeast           HNGQSISNEND-------------------------VKP

BAF155

ARID1A_human           SSDGVGAPPH-SAAAALPPPAYGFGQPYGRSPSAVA
ARID1A_chimpanzee      SSDGVGAPPH-SAAAALPPPAYGFGQPYGRSPSAVA
ARID1A_dog             SSDGVGAPPH-SAAAALPPPAYGFGQPYGRSPSAVA
ARID1A_bovine          SSDGVGAPPH-SAAAALPPPAYGFGQPYGRSPSAVA
ARID1A_mouse           SSDGVGAPPH-SAAAALPPPAYGFGQAYGRSPSAVA
ARID1A_rat             ------------------------------------
ARID1A_xenopus         SHQEPGDPPAASSASSHPPG----------------
ARID1A_zebrafish       -NSHPGMAPH--HPGAFPPPPYSYNQHYNRAPF---
OSA_drosophila -------APH--PYGAPPPPGSGPGGPPGPDPAAV-
LET526_C.elegans       ------------------------------------
SWI1_yeast             ------------------------------------

ARID1A

ARID1A_human           AVAMHVAANSIQNRPPGYPNM-NQGGMMGTGPPYGQ
ARID1A_chimpanzee      AVAMHVAANSIQNRPPGYPNM-NQGGMMGTGPPYGQ
ARID1A_dog             AVAMHVAANSIQNRPPGYPNM-NQGGMMGTGPPYGQ
ARID1A_bovine          AVAMHVAANSIQNRPPGYPNM-NQGGIMGTGPPYGQ
ARID1A_mouse           AVAMHVAANSIQNRPPGYPNM-NQGGMMGTGPPYGQ
ARID1A_rat             AVAMHVAANSIQNRPPGYPNM-NQGGIMGTGPPYGQ
ARID1A_xenopus         -AGMHATPNSLQSRSPGYPNM-NQGGMMGSGTAYGQ
ARID1A_zebrafish       AAGMHHGPSNSIHRPPGYPNM-NQ-GMMGAGSPYAP
OSA_drosophila GQGASGGPES-----GGPEHISQDNGISSSGPTGAA
LET526_C.elegans       AASRSVPPKEG---PNGNPAT---------PSSSSQ
SWI1_yeast             ------------------------------------

SMARCD1_human            RMTPQGP----SMGPPGYGGNPSV------RPGLAQSGMDQSRKR--
SMARCD1_chimpanzee       RMTPQGP----SMGPPGYGGNPSV------RPGLAQSGMDQSRKR--
SMARCD1_dog              RMTPQGP----SMGPPGYGGNPSV------RPGLAQSGMDQSRKR--
SMARCD1_bovine           RMTPQGP----SMGPPGYGGNPSV------RPGLAQSGMDQSLKR--
SMARCD1_mouse            RMTPQGP----SMGPPGYGGNPSV------RPGLAQSGMDQSRKR--
SMARCD1_rat              RMTPQGP----SMGPPGYGGNPSV------RPGLAQSGMDQSRKR--
SMARCD1_xenopus          RMTPQGP----AMGPPGYGGSPAA------RPGIAQSGMDQSRKR--
SMARCD1_zebrafish        RMTPQGP----SMGPPGYGASPVS------RPGMP--VMDPSRKR--
BAP60_drosophila         NTTQPVPGTANVAGVPGVPGVPGVPGPSLLQRAAQQPGFQSSLRGTG
swisn-2.1_C.elegans      ------------MQ--TQARPPVPQGPRFNHPATPQQVRRP------
Ssr3_yeast               -----------------------------------------------

BAF60A

SMARCB1_human           LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
SMARCB1_chimpanzee      LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
SMARCB1_dog            LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
SMARCB1_bovine          LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
SMARCB1_mouse           LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
SMARCB1_rat             LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
SMARCB1_xenopus         LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
SMARCB1_zebrafish       LATSVTLLKASEVEEIFDGHDEKYKAVSISTEPPAYLREQK---AKR
Snr1_drosophila         LASSVSLLRAVEVDDIMAGNDEKYRAVSVNTSDTPVPRESK---SKK
SNFC-5_C.elegans        LHTNIMLLRAHEVDELLDGSEEKYRAAGAAPSTPRTEGASRTVAKTP
SNF5_yeast              F--SIYGFSNKEYISRLWHTLKYYQDLK-NTRMKSITSTSQK--IPS

BAF47




