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The Hippo transducer TAZ interacts with the SWI/SNF complex to regulate breast epithelial
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Microarray datasets used for enrichment analysis

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

CD31, CD45, Mature luminal (CD49f-/EpCAM+), luminal progenitor (CD49+/

Lim et al.,, Nat Med., 2009 TER119 EpCAM+), basal/stem (CD49f+/EpCAM-), stromal (CDA9-/EpCAM-) FACS human | GSE16997

CD31. CD45 Mature luminal (CD29lo/CD24+/CD61-), luminal progenitor (CD29lo/

Lim et al. 2010, Breast Cancer Res., 2010 2 ’ CD24+/CD61+), basal/MaSC-enriched (CD29hi/CD24+/CD61+), FACS mouse GSE19446
TER119

stromal (CD29low/CD24-)

Mature luminal (CD49f-/EpCAM+), luminal progenitor (CD49+/
Shehata et al., Breast Cancer Res., 2012 CD45, CD31, EpCAM+, with three subsets), basal/MaSC-enriched (CD49f+/ FACS human GSE35399
EpCAM-), stromal (CD49f-/EpCAM-)

Mature luminal (CD49f-/EpCAM+), luminal progenitor (CD49f+/

EpCAM+), basal/MaSC-enriched (CD49f+/EpCAM- or low) FACS human | GSE37223

Nagarajan et al., Stem Cell Reports, 2013 CD45, CD31




>

80
70
60
50
40
30
20

Percent of offspring

p=125x107

Wwirt++ Wwitr1+hacz

C Wwir1+"*

/|
Wwitr1 lacZ/lacZ

WWtf1 +lacZ

120 4
awT
100 -
80 A

60 A

40

Percent of fat pad invaded

20 A

5 weeks

G Wwtr1+

8 weeks

Wwir1+ac

n.d.

16 weeks

Expected number| Actual Number
Wild-type 34.5 36
Heterozygous 69 95
Homozyogous 34.5 7
D Wwtr1+* Wwtr1+acz

Wwitr1 lacZ/lacZ

thr1 lacZ/lacZ

Percent of epithelial cells

90 4
80 -
70 1
60 1
50 1
40 1
30 1
20 1
10 1

Wwiri: +/+

+/lacZ

lacZ/lacZ

BLuminal

BBasal



BRG1_human
BRG1_chimpanzee
BRG1_dog
BRG1_bovine
BRG1_mouse
BRG1_rat

BRG1_xenopus
BRG1_zebrafish
BRM_drosophila
BRG1_C.elegans
BRG1_yeast

ARID1A_human
ARID1A_chimpanzee
ARID1A_dog
ARIDIA bovine
ARID1A_mouse
ARID1A rat
ARID1A_xenopus
ARID1A zebrafish
0SA_drosophila
LET526_C.elegans
SWI1_yeast

ARID1A_human
ARID1A_chimpanzee
ARID1A_dog
ARID1A_bovine
ARID1A mouse
ARID1A_rat
ARID1A_xenopus
ARID1A_zebrafish
0SA_drosophila
LET526_C.elegans
SWI1_yeast

QSNI GTNSHY L

ARID1A

SSDGVGAPPH-SAAAALPPPAYGFGQPYGRSPSAVA
SSDGVGAPPH-SARRALPPPAYGFGOPYGRSPSAVA
SSDGVGAPPH-SAARALPPPAYGFGOPYGRSPSAVA
SSDGVGAPPH-SARAALPPPAYGFGOPYGRSPSAVA
SSDGVGRPPH-SAARALPPPAYGFGOAYGRSPSAVA

SHQEPGDPPAASSASSHPPG
-NSHPGMAPH--HPGAFPPPPYSYNQHYNRAPF"
7777777 APH--PYGAPPPPGSGPGGPPGPDPAAV—

AVAMHVAANSIQNRPPGY PNM-NQGGMMGTGPPYGQ
AVAMHVAANSIQNRPPGY PNM-NQGGMMGTGPPYGQ
AVAMHVAANSIQNRPPGYPNM-NQGGMMGTGPPYGQ
AVAMHVAANSIQNRPPGY PNM-NQGGIMGTGPPYGQ
AVAMHVAANSIQNRPPGYPNM-NQGGMMGTGPPYGQ
AVAMHVAANSIQNRPPGY PNM-NQGGIMGTGPPYGQ

BAF155_human
BAF155_chimpanzee

BAF155_dog

BAF155_bovine
BAF155_mouse

BAF155_rat

BAF155_xenopus
BAF155_zebrafish
BAF155_drosophila
BAF155_C.elegans
BAF155_yeast

SMARCD1_human
SMARCD1_chimpanzee
SMARCD1_dog
SMARCD1_bovine
SMARCD1_mouse
SMARCD1_rat
SMARCD1_xenopus
SMARCD1_zebrafish
BAP60_drosophila
swisn-2.1_C.elegans
Ssr3_yeast

SMARCB1_human
SMARCB1_chimpanzee

~AGMHATPNSLQSRSPGY PNM-N TAYGQ
AAGMHHGPSNSTHRPPGY PNM-NQ-GMMGAGSPYAP
GQGASGGPES-

AASRSVPPKEG---PNGNPAT--—----—— PSSSSQ

MARCB1_dog
SMARCB1_bovine
SMARCB1_mouse
SMARCB1_rat
SMARCB1_xenopus
SMARCB1_zebrafish
Snrl_drosophila
SNFC-5_C.elegans
SNF5_yeast

BAF155
HPG-MMPHQ- =~~~ QPPPYPLM-HHQMPPPHP--~-PQP
HPG-MMPHQ ~QPPPYPLM-HHQMPPPHP-

HPG-MMPHQ —QPPPYPLM-HHQMPPPHP-
HPG-MMPHQ -QPPPYPLM-HHQMPPPHP:
HPG-MMPHQ —~QPPPYPLM-HHQMPPPHP-
HPG-MMPHQ- -QPPPYPMM-HHQMPPPHP:

LPG-MMGHOAQ--QQPPPYG-V-HQQMPPPHP-

H -PGPGFPPM-HHPMGPHHT----PQT
LPQAQOPQQQQ--QTLPPHPHLAQOQQOLPPHPHQLPPQS
IPEKMDTSEAATARRPPSTPQ

HNGQSISNEND

BAF60A

—————— RPGLAQSGMDQSRKR--
~RPGLAQSGMDQSRKR-~
~RPGLAQSGMDQSRKR-~
—~RPGLAQSGMDQSLKR-~
~RPGLAQSGMDQSRKR-~
~RPGLAQSGMDQSRKR--
~AMGPPGYGGSPAR- ~RPGTAQSGMDQSRKR-~

PV IDPSRKR-~

BAF47

LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK-~~AKR
LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK--—-AKR
LATSVTLLKASEVEEILDGNDEKYKAVSISTEPPTYLREQK---AKR
LATSVTLLKASEVEEIFDGHDEKYKAVSISTEPPAYLREQK--—-AKR
LASSVSLLRAVEVDDIMAGNDEKYRAVSVNTSDT PVPRESK--=-SKK
LHTNIMLLRAHEVDELLDGSEEKYRAAGAAPSTPRTEGASRTVAKTP
F--SIYGFSNKEYISRLWHTLKYYQDLK-NTRMKSITSTSQK-~-IPS





