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SUMMARY
Perturbations in stem cell activity and differentiation can lead to developmental defects and cancer. We use an approach involving a

quantitative model of cell-state transitions in vitro to gain insights into how SLUG/SNAI2, a key developmental transcription factor,

modulates mammary epithelial stem cell activity and differentiation in vivo. In the absence of SLUG, stem cells fail to transition into

basal progenitor cells, while existing basal progenitor cells undergo luminal differentiation; together, these changes result in abnormal

mammary architecture and defects in tissue function. Furthermore, we show that in the absence of SLUG, mammary stem cell activity

necessary for tissue regeneration and cancer initiation is lost. Mechanistically, SLUG regulates differentiation and cellular plasticity by

recruiting the chromatin modifier lysine-specific demethylase 1 (LSD1) to promoters of lineage-specific genes to repress transcription.

Together, these results demonstrate that SLUG plays a dual role in repressing luminal epithelial differentiation while unlocking stem

cell transitions necessary for tumorigenesis.
INTRODUCTION

In renewable tissues such as the hematopoietic system,

skin, and intestine, multipotent stem cells serve as a reser-

voir of cells that are called upon to maintain tissue homeo-

stasis and function (Blanpain and Fuchs, 2006; Tesori et al.,

2013; Toma et al., 2001; Barker et al., 2008; Weissman,

2000). These stem cells have been implicated as precursors

to cancer, presumably due to their long-term persistence

and high self-renewing capabilities (Barker et al., 2009;

Bonnet and Dick, 1997). However, in other tissues such

as the mammary gland, lineage-restricted progenitor cells,

as opposed to multipotent stem cells, are responsible for

tissue maintenance and homeostasis (Van Keymeulen

et al., 2011). When called upon for tissue regeneration, as

is the case upon transplantation or injury, these lineage-

committed progenitor cells unlock primitive stem cell

programs that are not normally required for tissue develop-

ment or tissue homeostasis (Blanpain et al., 2004; Doupé

et al., 2012; Kordon and Smith, 1998; Shackleton et al.,

2006; Stingl et al., 2006; van Amerongen et al., 2012; Van

Keymeulen et al., 2011). By doing so, these cells acquire

properties that make them amenable to cancer initiation

(Pacheco-Pinedo et al., 2011; Proia et al., 2011; Schwitalla
Ste
et al., 2013; Youssef et al., 2010, 2012). However, themolec-

ular mechanism by which committed progenitor cells

access latent stem cell programs is not well understood.

Previously, we showed that the transcription factor SLUG

is an important regulator of mammary epithelial lineage

commitment and differentiation (Proia et al., 2011). Recent

studies have also shown that SLUG is necessary for the

mammary stem cell state (Guo et al., 2012). However,

SLUG-deficient mice develop mammary glands, and trans-

plantation of tissue fragments from these mice were able to

fully regenerate functional mammary glands; this suggests

that SLUGmight be dispensable for stem cell activity (Nas-

sour et al., 2012). Thus, the precise role of SLUG in mam-

mary stem and progenitor cell dynamics remains unclear.

The ability to study stem cell-state transitions and pro-

genitor cell dynamics in vivo is challenging; even when

cell-state markers are available, most transitions are short-

lived and difficult to capture. We sought to gain insights

into how SLUG controls stem cell activity in normal dis-

ease-free mammary epithelial cells by using a recently

developed and validated quantitative model to predict

cell-state transition rates in vitro (Gupta et al., 2011). Using

this approach, we were able to (1) infer differences in cell-

state transition probabilities between wild-type (WT) and
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SLUG-deficient mammary epithelial cell populations, (2)

accurately predict the in vivo phenotype associated with

SLUG deficiency, and (3) provide insights into how SLUG

inhibition influences progenitor cell dynamics to ulti-

mately disrupt cellular differentiation as well as tissue

homeostasis, regeneration, and tumor initiation.
RESULTS

SLUG Inhibits Differentiation of Breast Epithelial

Cells

SLUG could be regulating stem cell activity by preventing

proliferation, by inhibiting differentiation, or by affecting

cell-state transitions between stem cells and lineage-

committed cells. To begin to distinguish between these

possibilities, we used lentiviral-mediated short hairpin

RNA to knockdown SLUG in human basal progenitor cell

lines: human telomerase reverse transcriptase (hTERT)

immortalized mammary epithelial cells (HMECs) derived

from two different patient samples and the spontaneously

immortalizedMCF10Abreast epithelial cell line (Figure 1A).

In agreementwith our previous findings (Proia et al., 2011),

SLUG-inhibited (shSlug) HMECs adopted a tightly packed

cobblestone-like appearance compared to control cells

(shControl), consistent with a more differentiated epithe-

lial cell phenotype (Figure S1A available online).

To more comprehensively define the phenotype associ-

ated with SLUG inhibition in mammary progenitor

cells, we performed global gene expression analysis on

shControl and shSlug HMEC and MCF10A cells (Supple-

mental Experimental Procedures). Gene Ontology (GO)
Figure 1. SLUG Inhibits Differentiation of Breast Epithelial Cells
(A) Western blot analysis of SLUG expression in shControl and shSlug
(B) Gene Ontology biological process categories upregulated following
MCF10A cells. The DAVID Functional Annotation Tool (Huang da et al.,
the enrichment score and p value of genes differentially expressed in
(C) Hierarchical clustering heatmap of shSlug HMEC (patient 1) and s
line) using the 50-gene set of the PAM50 breast cancer intrinsic sub
(D) Relative enrichment of mature luminal, luminal progenitor, basal/
HMEC (patient 1) and MCF10A cells compared to shControl cells.
(E) Relative mRNA expression levels (normalized to GAPDH) of lumin
following SLUG inhibition. Genes differentially expressed in the shSlu
(F) Quantitative real-time PCR analysis of luminal marker expression
Genes differentially expressed in shSlug cells compared to shContro
independent experiments, and p values were calculated by Student’s
(G) Immunofluorescent staining for the luminal marker EPCAM in MCF1
quantification is depicted in the graph below. Data represent the m
calculated by Student’s two-tailed t test. Scale bars represent 100 mm
(H) Phase-contrast images of MCF10A cells grown in 3D culture. Quanti
by shControl and shSlug MCF10A cells. Data represent the mean ± SD
Student’s two-tailed t test.
See also Figure S1.

Ste
analysis revealed significant enrichment of genes involved

in epithelial cell differentiation, ectoderm development,

secretion, and the regulation of cell adhesion in SLUG-

inhibited HMECs and MCF10A cells (Figure 1B). To further

assess breast epithelial differentiation, microarray data

were analyzed using the recently described Genomic

Differentiation Predictor (Prat et al., 2010) and the 50 genes

of the PAM50 breast cancer intrinsic subtype predictor

(Parker et al., 2009). As predicted, SLUG inhibition led to

significant changes in the expression of epithelial-related

genes in both HMECs and MCF10A cells (Figure 1C;

Figure S1B). Notably, there was increased expression of

luminal genes (e.g., FOXA1, BAG1, and NAT1) and

decreased expression of proliferation genes (e.g., MKI67,

CDC6, and CDCA1) in both cell lines (Figure 1C;

Gene Expression Omnibus [GEO] accession number

GSE54735). Furthermore, when probed for signatures of

lineage-specific mammary epithelial subpopulations (Lim

et al., 2009), SLUG inhibition resulted in a significant

enrichment in the luminal progenitor signature in both

cell lines, while HMECs also displayed a significant enrich-

ment in the mature luminal profile (Figure 1D). Transcrip-

tional analysis using quantitative RT-PCR further

confirmed the strong induction of luminal differentiation

genes, with a concomitant decrease in the expression of

genes associated with basal/stem differentiation following

SLUG knockdown (Figures 1E and 1F). Consistent with

these data, immunofluorescence analysis for the luminal

marker EPCAM revealed a significant increase in its expres-

sion upon SLUG knockdown in MCF10A cells (Figure 1G).

Differentiation and morphogenesis of control and

shSlug MCF10A cells was also evaluated using a 3D
HMECs and MCF10A cells.
SLUG inhibition in mammary epithelial cells: HMECs (patient 1) and
2009) was used to identify categories with an enrichment score >2;
the microarray are shown.
hSlug MCF10A cells compared to shControl cells (n = 3 for each cell
type predictor. No gene centering was performed.
stem, and stromal signatures (defined by Lim et al., 2009) in shSlug

al and basal markers in two different patient-derived HMEC lines
g cells compared to the control cells (dashed line) are plotted.
(normalized to GAPDH) in MCF10A cells following SLUG inhibition.
l cells are plotted. Bars represent the fold change ± SD of three
two-tailed t test. *p < 0.05, **p < 0.005.
0A shControl and shSlug cells. Representative images are shown and
ean ± SEM of three independent experiments, and p values were
.
fication of the percentage of round, ductal, and flat colonies formed
of three independent experiments, and p values were calculated by
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collagen/Matrigel assay. In these 3D cultures, luminal

progenitor cells primarily differentiate into round alveolar

colonies while basal progenitor cells form distinct flat

colonies and branching ductal colonies (Keller et al.,

2012). As expected, SLUG inhibition led to a significant

increase in the formation of round alveolar colonies and

a significant decrease in the number of flat and ductal struc-

tures following growth on collagen (Figure 1H). Together,

these data fortify SLUG as a critical repressor of breast

epithelial differentiation.

Modeling the Effect of SLUG on Cell-State Transition

Rates

While the above findings clearly highlight SLUG’s influ-

ence on inhibiting mammary epithelial cell (MEC)

differentiation, they do not divulge the dynamic cellular

mechanisms that may be affecting cell-state transitions

between stem cells and lineage-committed cells. To begin

to address this, we examined breast epithelial cell-state pro-

portions by fluorescence-activated cell sorting following

SLUG inhibition. In cultured cells, luminal cells display

EPCAM+ and CD24+ immunophenotypes, while basal cells

exhibit EPCAM�/CD49f+ and CD24�/CD49f+ immuno-

phenotypes (Eirew et al., 2008; Keller et al., 2010, 2012;

Lim et al., 2009). Consistent with the gene expression

data, SLUG inhibition resulted in increased proportions of

CD24+ and EPCAM+ luminal cells and concomitant

decreased proportions of CD24�/CD49f+ and EPCAM�/
CD49f+ basal/progenitor cells (Figure 2A; Figures S2A–S2E).

To provide dynamic insights into how SLUG deficiency

impacts these cell-state shifts, we employed a quantitative

Markov model that has recently been used to study the dy-

namics of cell-state proportions in human breast cancer

cell lines (Gupta et al., 2011). With this model, data gener-
Figure 2. Loss of SLUG Alters Stochastic Cell-State Interconversi
(A) Flow cytometry analysis of luminal (EPCAM and CD24) and basal (
MCF10A cells. Representative dot plots for EPCAM versus CD49f expre
calculated by Student’s two-tailed t test.
(B) Flow cytometry gating strategy for isolating luminal (CD24+/EP
EPCAM�/CD49f+) subpopulations from a heterogeneous parental MCF
(C) Expression of various differentiation-related genes in luminal, b
platform (Nanostring Technologies) (Geiss et al., 2008). The heatm
expression across the three cell states. Data presented have been gen
(D) Flow cytometry analysis showing the proportion of cells in the lumi
populations immediately prior to sorting. Data represent the mean ±
Student’s two-tailed t test.
(E) Schematic of the experimental procedure used to calculate cell-st
(F) Predicted cell-state transition probabilities for shControl and sh
cell-state transitions in shControl and shSlug cells. Each transition
transitions that changed >1.5-fold following SLUG inhibition are sho
(G) In vitro proliferation curves of purified subpopulations (luminal, st
fluorescent light unit.
See also Figure S2.

Ste
ated from short-term in vitro studies can be used to deduce

the probability of cellular transitions between any two

phenotypic (e.g., differentiation) states. The model can

also be used to predict how genetic perturbations affect

cell-state interconversion rates; this allows us to infer, on

a dynamic level, how changes in gene function disrupt

cellular equilibrium.

We characterized the three main mammary epithelial

cell states isolated from MCF10A cells (Keller et al., 2010):

luminal (L) (CD24+/EPCAM+/CD49f+), basal (B) (CD24�/
EPCAM�/CD49f+), and stem (S) (CD24�/EPCAM+/CD49f+)

(Figure 2B). As expected, expression analysis of 105 selected

genes that define different cell-differentiation states

confirmed that this sorting technique successfully isolates

populations of cells in each of the indicated cell-differentia-

tion states (Figure 2C). In addition, the shSlug cells

exhibited a higher percentage of cells in the luminal state

(shControl = 4% versus shSlug = 15%) and a lower percent-

age of cells in the basal state (shControl = 23% versus

shSlug = 7%), with no appreciable change in the stem state

(shControl = 73% versus shSlug = 78%) compared to the

control population (Figure 2D).

Based on these findings, L, B, and S sorted subpopula-

tions were allowed to expand in culture for 4 days, at which

time the proportion of cells in the luminal, basal, and stem

states were reanalyzed by flow cytometry (Figure 2E). For

each sorted subpopulation, there was an evident shift in

cell-state proportions, suggesting that cells were intercon-

verting between states (Figure 2F). In fact, SLUG inhibition

reduced the plasticity of cell transitions into the basal state

(L/B reduced 16-fold, S/B no longer present). In

contrast, SLUG inhibition increased the plasticity of cell

transitions from the stem state into the luminal state

(S/L increases 1.7-fold) and from the basal state into the
ons
CD49f) cell-surface markers in shControl (n = 3) and shSlug (n = 3)
ssion are shown. Data represent the mean ± SD, and p values were

CAM+/CD49f+), stem (CD24�/EPCAM+/CD49f+), and basal (CD24�/
10A population.
asal and stem subpopulations of MCF10A cells using the nCounter
ap displays selected genes that showed the greatest differential
e median centered.
nal, basal, and stem states in MCF10A shSlug and shControl parental
SD of six independent experiments, and p values were calculated by

ate transition probabilities in MCF10A shSlug and shControl cells.
Slug MCF10A cells. The table below summarizes the frequency of
’s fold change following SLUG inhibition is also displayed; only
wn. NA, not applicable.
em, and basal) of MCF10A shControl and shSlug cells. RFLU, relative
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stem state (B/S increases 2-fold; Figure 2F). Because the

S/B transitions were eliminated in shSlug cells, the

increased proportion of luminal cells was effectively due

to increased S/L transitions. Given that proliferation rates

did not vary between the luminal, basal, and stem states of

either parental line (Figure 2G), we could be confident that

the observed transitions were not a consequence of

differential growth rates inherent to each differentiation

state, but rather were due to changes in cellular plasticity.

Collectively, these findings, along with those above, reveal

that SLUG inhibition affects cellular differentiation in

addition to cellular plasticity, predominantly by altering

transitions arising from stem and basal cells; together, these

changes result in an unexpected accumulation of luminal

epithelial cells.

Loss of SLUG Promotes Aberrant Differentiation and

Mammary Progenitor Cell-State Transitions In Vivo

To determine if the above in vitro predictions of SLUG

deficiency are observed in vivo, we examined the mam-

mary glands of 16-week-old Snai2LacZ/LacZ mice; at this

age, steady-state homeostasis of luminal and basal progen-

itor cells is well established. In these mice, the zinc-finger

region of the Slug gene has been replaced by a b-galactosi-

dase gene, resulting in the production of a SLUG-b-galacto-

sidase fusion protein. The SLUG portion of this protein is

nonfunctional, as it lacks the zinc-finger region; thus,

mice homozygous for the Snai2LacZ/LacZ allele are func-

tional SLUG knockout mice (Jiang et al., 1998; Parent

et al., 2004).

Consistent with the increased proportions of luminal

cells observed in vitro, Snai2LacZ/LacZ mammary glands
Figure 3. SLUG Loss Promotes Aberrant Differentiation and Comp
(A and B) Flow cytometry analysis of luminal (CD24hi/CD49f�/lo and
and EPCAMlo/CD49fhi), and luminobasal (EPCAMhi/CD49fhi) MEC p
mammary glands. Representative dot plots from a Snai2+/+ and Snai
circled in red. Arrow points to the luminobasal population. Bar charts
CD49f luminal and basal/ME (i) and luminobasal (ii). (B) CD24 versus C
two-tailed t test. CD24 versus CD49f: Snai2+/+, n = 11; Snai2LacZ/LacZ,
(C) Relative enrichment of mouse mature luminal, luminal progenitor,
the Snai2LacZ/LacZ luminobasal population (EPCAMhi/CD49fhi).
(D) Representative whole-mount and hematoxylin and eosin staining
glands (mice were 16 weeks). Arrowheads indicate hyperplastic term
(E) High-magnification H&E images of nulliparous Snai2+/+ and Snai2
tification indicates the percent of HTDUs observed in mammary whole
(IHC) staining for Ki67 (ii) and ER-a (iii) in nulliparous Snai2+/+ and Sn
indicates the percent of ER-a- or Ki67-positive cells per gland. Snai2+/+

old mice. Scale bars represent 100 mm. Error bars are ±SD, and p value
(F) Confocal immunofluorescent images of Snai2+/+ and Snai2LacZ/LacZ m
myoepithelial marker SMA (green). Nuclei were stained with DAPI (cya
EPCAM. The arrow highlights the aberrant filling of the ductal lumen
(G) Representative H&E images of mammary glands from Snai2+/+ a
phenotypes from Snai2LacZ/LacZ mammary glands are shown. Mice wer

Ste
exhibited a significant increase in the percentage of

CD24hi/CD49f�/lo and EPCAMhi/CD49f�/lo luminal cells

compared to WT controls (Figures 3Ai and 3B). This

increase in luminal cells by flow cytometry manifested

histologically as the formation of abnormal hyperplastic

terminal ductal units, with intraductal micropapillary

and solid growth patterns (Figures 3D and 3Ei). Notably,

luminal cells, which were both Ki67 and estrogen

receptor-a (ER-a) positive, accumulated within the lumens

of Snai2LacZ/LacZ glands, consistent with a luminal pro-

genitor state (Figures 3Eii and 3Eiii).

Also consistent with the in vitro findings, flow cytometry

analysis of mammary epithelial cells from Snai2LacZ/LacZ

mice revealed a significant reduction in the number of

EPCAMlo/CD49fhi basal/myoepithelial (ME) cells com-

pared to age-matched WT mice (with a similar, although

not statistically significant, downward trend in the

CD24med/CD49fhi basal/ME population; Figures 3Ai and

3B). Moreover, the EPCAMlo/CD49fhi basal cell population

of Snai2LacZ/LacZ mammary glands exhibited a significant

shift toward an EPCAMhi/CD49fhi state; termed the lumi-

nobasal state, this population reflected an altered basal

state that acquired distinct features of luminal differentia-

tion (Figure 3Aii). Consistent with this, genome-wide

expression analysis on sorted luminobasal cells from

Snai2LacZ/LacZ mammary glands revealed a significant

enrichment of luminal-related epithelial genes, including

several luminal cytokeratins and claudin tight junction

proteins (GEO accession number GSE55620), compared

to WT basal cells (EPCAMlo/CD49fhi). Additionally, when

probed for signatures of lineage-specific mouse mam-

mary epithelial subpopulations (Lim et al., 2009), the
romises Normal Tissue Function In Vivo
EpCAMhi/CD49f�/lo), basal/myoepithelial (ME) (CD24med/CD49fhi
opulations from 16-week nulliparous Snai2+/+ and Snai2LacZ/LacZ

2LacZ/LacZ mouse are shown. Luminal and basal/ME populations are
represent the percent of cells in each population. (A) EPCAM versus
D49f. Error bars are ±SEM, and p values were calculated by Student’s
n = 8. EPCAM versus CD49f: Snai2+/+, n = 5; Snai2LacZ/LacZ, n = 8.
basal/stem, and stromal signatures (defined by Lim et al., 2009) in

(H&E) images of nulliparous Snai2+/+ and Snai2LacZ/LacZ mammary
inal ductal units (HTDUs). Scale bars represent 100 mm.
LacZ/LacZ mammary glands (a HTDU structure is depicted) (i). Quan-
mounts. Snai2+/+, n = 5; Snai2LacZ/LacZ, n = 5. Immunohistochemical
ai2LacZ/LacZ mammary glands. Staining is quantified to the right and
, n = 4; Snai2LacZ/LacZ, n = 4. All analyses were performed on 16-week-
s were calculated by Student’s two-tailed t test.
ammary glands stained for the luminal marker EPCAM (red) and the
n). Arrowheads represent basal cells that are aberrantly expressing
with luminal cells. Scale bars represent 10 mm.
nd Snai2LacZ/LacZ mice on day 1 of lactation. Type I and type II
e mated at 16 weeks. Scale bars represent 100 mm.

m Cell Reports j Vol. 2 j 633–647 j May 6, 2014 j ª2014 The Authors 639



A 

B 

D 

E 

C 

F 

Figure 4. SLUG Loss Impairs Tissue Regeneration and Confers Resistance to Tumorigenesis
(A) Whole-mount analysis of mammary epithelial outgrowths 12 weeks after transplantation. A total of 50,000 MECs isolated from Snai2+/+

or Snai2LacZ/LacZ mammary glands (nulliparous, 16 weeks) were transplanted into the cleared fat pads of 3-week-old nonobese diabetic/
severe combined immunodeficiency (NOD/SCID) mice. Scale bars represent 200 mm. The extent to which each outgrowth filled the fat pad is
indicated by the ‘‘pie chart’’ symbols.

(legend continued on next page)
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luminobasal cells showed significant enrichment in

the luminal progenitor and mature luminal signatures

(Figure 3C).

Confocal dual-immunofluorescencemicroscopy analysis

for the luminal marker EPCAM and the basal/ME marker

SMA was also performed to validate the cellular differenti-

ation states of luminal and basal cells in Snai2LacZ/LacZ

mammary glands in situ. The analysis revealed two striking

details: (1) the population of aberrant cells filling the ductal

lumen of Snai2LacZ/LacZ mammary glands was predomi-

nantly of the luminal lineage (EPCAM+), but some

aberrantly expressed SMA, and (2) the outer basal/ME layer

of Snai2LacZ/LacZ mammary glands contained an uncharac-

teristic number of basal/ME cells coexpressing both basal

and luminal lineage markers, further supporting the

notion that SLUG deficiency causes basal cells to acquire

luminal features (Figure 3F).

Loss of SLUG Impairs Tissue Function and

Regeneration andConfers Resistance to Tumorigenesis

To determine whether the defects in luminal and basal pro-

genitor cells might alter tissue function, 16-week-old

female Snai2LacZ/LacZ mutant mice were examined for their

ability to undergo pregnancy-induced differentiation and

lactation. Although Snai2LacZ/LacZ mutant mice were fertile

and could give rise to viable pupswith similar efficiencies as

WT females, all of the pups nursed by the majority of

Snai2LacZ/LacZ mutant mice (five out of seven) died, with

pups appearing to have empty stomachs. Surprisingly, ex-

amination of mammary tissues from Snai2LacZ/LacZ mutant

mice that were unable to nurse their pups revealed two

prominent phenotypes: either (1) a block in alveologenesis

and failure to undergo lactational differentiation, sugges-

tive of luminal progenitor exhaustion (type I), or (2)

apparent normal alveolar differentiation and milk produc-

tion but evidence of premature involution (type II;

Figure 3G). Because Snai2LacZ/LacZ females presented no

obvious abnormal maternal nurturing behavior, this latter

phenotype suggested that when milk was produced in the

Snai2LacZ/LacZ mutant mice, it was not available to neo-
(B) Kaplan-Meier tumor-free survival curves of FVB-Tg MMTV-Myc+ (n
Snai2+/+ mice (n = 7; purple). p values were calculated using the log
(C) MMTV-Myc tumor histopathology. Representative H&E staining of t
Scale bars represent 100 mm.
(D) Kaplan-Meier tumor-free survival curves of FVB/SV129-Tg MMTV-
Snai2LacZ/LacZ (n = 6; orange). p values were calculated using the log-
(E) Tumor burden curve for FVB-TgMMTV-Myc+ (parental, n = 14), FVB/S
FVB/SV129-Tg x Snai2LacZ/LacZ (n = 6) mice. Black bars represent the
Student’s two-tailed t test.
(F) Histologic features from tumors arising in FVB-Tg MMTV-Myc+ (n = 1
MMTV-Myc+ 3 Snai2LacZ/+ (n = 5) mice were examined. The tumors w
patterns.
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nates. Given that basal/ME cells exhibited increased

luminal differentiation, we reasoned this failure of milk

ejectionmight be due to impaired function and contractile

activity of basal/ME cells. Consistent with this notion,

morphological and histological analyses revealed that

mammary glands from Snai2LacZ/LacZ dams contained large,

dilated ducts engorged with milk compared to WT glands

in which the ducts were empty due to efficient milk ejec-

tion. Collapsed alveoli and gland fragmentation, an indica-

tion of complete secretory tissue regression, were also

found in Snai2 mutant mammary epithelium (Figure 3F),

similar to those resulting from milk stasis when milk ejec-

tion is impaired in other contexts (Quarrie et al., 1996).

Taken together, our in vivo analysis of Snai2LacZ/LacZ mam-

mary epithelium confirms the in vitro predicted pheno-

type associated with altered cellular dynamics due to

SLUG inhibition. Furthermore, these findings demonstrate

that SLUG loss in mammary epithelial cells leads to defects

in basal/ME cell differentiation.

Given the defects in progenitor differentiation as well as

tissue function during pregnancy/lactation, we speculated

that stem cell activity necessary for tissue regeneration

following transplantation might also be compromised in

SLUG-deficient mammary epithelium. The mammary

transplantation assay activates committed progenitors to

adopt a more primitive state with extensive bipotent and

regenerative potential (Kordon and Smith, 1998; Shackle-

ton et al., 2006; Stingl et al., 2006; Van Keymeulen et al.,

2011). Consistent with the in vitro prediction that stem

cells can no longer transition into basal cells following

SLUG inhibition, transplantation of 50,000 Snai2LacZ/LacZ

MECs failed to generate any mammary outgrowths, while

nearly complete mammary repopulation was observed in

100% of the transplants from WT MECs (Figure 4A). This

suggested that SLUGmight be necessary formammary pro-

genitor cells to transition back into stem/basal states during

tissue regeneration in vivo.

Because tumor formation also requires activation of

primitive stem/basal cell programs (Youssef et al., 2012),

we crossed Snai2LacZ/LacZ mice onto the MMTV-Myc mouse
= 12; red), FVB-Tg MMTV-Myc� (n = 6; green) and FVB/SV129-Tg x
-rank test.
umors from FVB-Tg MMTV-Myc+, and FVB/SV129-Tg MMTV-Myc+ mice.

Myc+ mice: Snai2+/+ (n = 7; purple), Snai2LacZ/+ (n = 9; blue), and
rank test.
V129-Tg x Snai2+/+ (n = 7), FVB/SV129-Tg3 Snai2LacZ/+ (n = 9), and
median tumor burden for each cohort. p values were calculated by

4), FVB/SV129-Tg MMTV-Myc+3 Snai2+/+ (n = 6), and FVB/SV129-Tg
ere scored for the presence of the various dominant histological
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mammary tumormodel background to determine whether

defects inmammary progenitor cell-state transitionsmight

also affect tumorigenesis. MMTV-Myc+ mice develop het-

erogeneous tumors with various histologies and pheno-

types associated with both luminal and basal features,

including dominant luminal type tumors (microacinar

and papillary), dominant basal type tumors (squamous

and epithelial-to-mesenchymal transition), and mixed

solid and adenocarcinomas with features of both basal

and luminal differentiation (Andrechek et al., 2009; Sinn

et al., 1987). Snai2+/+/MMTV-Myc+ and Snai2LacZ/+/MMTV-

Myc+ compound mice also developed mammary adenocar-

cinomas with similar histologies and frequencies as

the parental MMTV-Myc+ mice (Figures 4B–4F). Strikingly,

however, Snai2LacZ/LacZ/MMTV-Myc+ compound mice com-

pletely failed to develop tumors by 70 weeks and thus were

resistant to mammary tumorigenesis (Figure 4D). Taken

together, these findings indicate that SLUG is necessary

for mammary epithelial cell plasticity and that transition-

ing back into more primitive stem-like states is a prerequi-

site for both tissue regeneration and tumor initiation.

A SLUG/LSD1 Histone-Modifying Complex Regulates

Gene Expression Programs in Basal Cells

Our findings have shown that SLUG is a critical regulator of

breast epithelial cell plasticity, cell-state transitions, and

differentiation. As a transcriptional repressor that mediates

sequence-specific interactions with DNA (Hemavathy

et al., 2000; Nieto, 2002), we hypothesized that SLUG

might be interacting with other proteins to transcription-
Figure 5. A SLUG/LSD1 Complex Regulates Gene Expression in Ba
(A) Coimmunoprecipitation of endogenous SLUG and LSD1 from MCF1
(B) Western blot analysis of SLUG and LSD1 expression in shControl
analysis of SLUG and LSD1 mRNA levels (normalized to GAPDH) in s
represent the mean ± SD of three independent experiments, and p va
(C) Top: Venn diagrams showing the overlap of microarray-identified g
shLSD1 MCF10A cells compared to control cells. Bottom: Gene Ont
downregulated (ii) in shSlug and shLSD1 MCF10A cells compared to con
categories with an enrichment score >1.5; the enrichment score and
shown.
(D) Flow cytometry analysis of luminal (EPCAM) and basal (CD49f) cell
cells. Representative dot plots for EPCAM versus CD49f expression
experiments, and p values were calculated by Student’s two-tailed t t
(E) ChIP analysis showing profiles for SLUG and LSD1 localization along
LSD1 target genes (EPCAM, E-CAD and MUC1). Also depicted is relative
sites. Data are plotted as percent of input. ChIP was performed in shCo
two separate ChIP experiments was pooled, and enrichment was tested
RT-PCR array.
(F) Quantitative real-time PCR analysis of luminal marker expression
differentially expressed in the shSlug and shLSD1 cells compared to
change ± SD of three independent experiments, and p values were ca
(G) Schematic diagram showing the mechanism by which SLUG and L
See also Figure S3.

Ste
ally control these various differentiation programs. To

identify interacting proteins that could cooperate with

SLUG to regulate gene expression, we performed immuno-

precipitation-coupled mass spectrometry by overexpress-

ing a FLAG-tagged SLUG in 293T cells. Consistent with a

recent report also using this approach, we found that

lysine-specific demethylase 1 (LSD1) coimmunopurifies

with SLUG (Figure S3A) (Wu et al., 2012). We confirmed

this endogenous interaction in both MCF10A and HMEC

basal progenitor cells (Figure 5A).

LSD1 is a histone demethylase whose transcriptional

repression activity has been correlated with enzymatic

removal of mono- and dimethyl groups from histone H3

Lysine 4 (H3K4; Shi et al., 2004; Wang et al., 2009). LSD1

hasbeen shown to interactwith the SNAGdomainof SNAIL

to regulate its activity and stability (Lin et al., 2010; Christo-

fori, 2010). Based on this, we hypothesized that SLUGmay

be recruiting LSD1 to specific sites on luminal and stem cell

gene promoters where it modifies histone marks associated

with active transcription to suppress lineage commitment

and differentiation and promote plasticity. In support of

this hypothesis, genome-wide expression analysis of

HMECs and MCF10A cells in which LSD1 had been

inhibited (Figure 5B; Figures S3B and S3C) identified a com-

mon set of epithelial-related genes whose expression was

similarly regulated upon SLUG knockdown (Figure 5C; Fig-

ure S3D). Additionally, similar to shSlug cells, inhibition of

LSD1 led to an increased proportion of EPCAM+ luminal

cells and a decreased proportion of EPCAM�/CD49f+ basal

cells (Figures 2A and 5D; Figures S3E and S3F).
sal Cells
0A cells (i), HMEC patient 1 (ii), and HMEC patient 2 (iii).
, shSlug, and shLSD1 MCF10A cells (i). Quantitative real-time PCR
hSlug and shLSD1 MCF10A cells relative to control cells (ii). Data
lues were calculated by Student’s two-tailed t test.
enes commonly upregulated (i) or downregulated (ii) in shSlug and
ology biological process categories commonly upregulated (i) or
trol cells. The DAVID Functional Annotation Tool was used to define
the p value of genes differentially expressed in each category are

-surface marker expression in shControl, shSlug and shLSD1 MCF10A
are shown. Data represent the mean ± SD of three independent
est.
the transcriptional start site (TSS;�3 kb to 4 kb) of common SLUG/
enrichment of H3K4me3 (compared to total H3 levels) along these
ntrol, shSlug, and shLSD1 MCF10A cells. For each cell line, DNA from
at the indicated promoter regions using a customized quantitative

(normalized to GAPDH) in MCF10A shSlug and shLSD1 cells. Genes
the scrambled control cells are plotted. Bars represent the fold
lculated by Student’s two-tailed t test. *p < 0.05, **p < 0.01.
SD1 regulate cell-state dynamics in mammary epithelial cells.
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To show that the SLUG/LSD1 complex transcriptionally

regulates MEC differentiation, a core set of SLUG/LSD1

target genes, including EPCAM, E-CADHERIN (E-CAD),

and MUC1, were used to evaluate SLUG recruitment of

LSD1 to their promoters. In addition, these genes were

used to examine whether the SLUG/LSD1 complex was

modifying histone marks to affect chromatin and gene

transcription. Chromatin immunoprecipitation (ChIP)

confirmed SLUG and LSD1 occupancy at the proximal

promoters of the indicated luminal epithelial genes (Fig-

ure 5E). Upon SLUG knockdown, SLUG and LSD1 occu-

pancy at these promoter regions was lost. This loss of

SLUG and LSD1 occupancy was accompanied by a signif-

icant increase in the LSD1-associated activating H3K4me3

histone mark (Saleque et al., 2007) at these promoters

(Figure 5E) and increased gene expression (Figure 5F).

Interestingly, upon LSD1 knockdown, SLUG and LSD1 oc-

cupancy at these promoter regions was also lost and gene

expression was increased; this suggested that LSD1 is

necessary for SLUG recruitment to these promoters. In

addition, LSD1 knockdown also led to increased

H3K4me3 histone marks at these promoters, although it

was not as robust as compared to SLUG knockdown.

This suggests that SLUG is necessary to recruit LSD1 in a

sequence-specific manner but that LSD1 is also necessary

for effective occupancy and histone demethylase activity

of the SLUG/LSD1 complex. Together, these findings

show that SLUG interaction with LSD1 is important to

modify chromatin and repress luminal gene expression

(Figure 5G).
DISCUSSION

In this study, we uncover the complex connection between

cellular differentiation and cellular plasticity regulated by

SLUG, thus revealing how it impacts stem cell activity

during tissue homeostasis, function, regeneration, and

even the genesis of cancer. Our findings support a model

in which the transcription factor, SLUG, plays a dual role

in regulating MEC lineage identity; on the one hand, it

represses luminal epithelial differentiation, but on the

other it promotes stem cell-state transitions necessary for

transplantation and tumorigenesis. As a transcriptional

repressor of luminal differentiation, we showed that

SLUG interacts with LSD1 and recruits it to specific luminal

gene promoters where it demethylates H3K4 (Figure 5E). In

the absence of SLUG, LSD1 is no longer recruited to these

genes to modify chromatin; this results in the expression

of otherwise-repressed genes. Consistent with this, our

in vivo and in vitro observations showed that loss of

SLUG resulted in aberrant EPCAM expression in basal/ME

cells. As a regulator of progenitor cell dynamics, we found
644 Stem Cell Reports j Vol. 2 j 633–647 j May 6, 2014 j ª2014 The Authors
that SLUG also actively influences stem cell transitions.

In the absence of SLUG, cellular transitions from and into

the basal and stem cell states were compromised. This

was supported in vivo, where SLUG-deficient MECs were

unable to regenerate a mammary gland following trans-

plantation and were unable to form oncogene induced

mammary tumors; both processes require the transition

of basal progenitor cells into primitive stem-like states

not normally present during development (van Ameron-

gen et al., 2012; Van Keymeulen et al., 2011). Future studies

will be needed to determine whether LSD1 is also necessary

for repressing SLUG target genes that regulate stem cell

activity.

The observations that transplantation of Snai2LacZ/LacZ

mouse tissue fragments, rather than dissociated cells,

results in mature, highly branched mammary ductal trees

that infiltrate the entire fat pad (Nassour et al., 2012) and

that Snai2LacZ/LacZ mice exhibit normal embryonic and

pubertal mammary stem cell activity suggest that SLUG is

dispensable for normal mammary stem cell activity. How-

ever, our findings and those of others clearly show that

SLUG is necessary for mammary stem cell activity during

transplantation of dissociated cells (Figure 4A) (Guo et al.,

2012). These conflicting observations can be reconciled

by the differences in stem cell activity required during tis-

sue regeneration following transplantation of dissociated

cells from those used during ductal elongation of already-

established structures. Mammary tissues are regenerated

by unipotent lineage-restricted progenitor cells that can

expand to give rise to mature luminal or basal/ME cells

(Keller et al., 2011; van Amerongen et al., 2012; Van

Keymeulen et al., 2011). Therefore, dissociated cells must

adopt a bipotent fate upon transplantation, unlocking a

regenerative potential that is not normally used during

development (van Amerongen et al., 2012; Van Keymeulen

et al., 2011). Thus, our findings suggest that the cell-state

transitions necessary for this process require SLUG.

The dedifferentiation of lineage-committed cells into

more primitive stem-like states during transplantation is

similar to the cell-state transitions that occur during tumor

initiation (Keller et al., 2010). For example, preceding the

onset of basal cell carcinoma, adult tumor-initiating cells

are reprogrammed into a fate resembling embryonic hair

follicle progenitors (Youssef et al., 2012). Similarly, in a

model of intestinal cancer, epithelial non-stem cells have

been shown to dedifferentiate into tumor-initiating cells

(Schwitalla et al., 2013). These changes in cell-state transi-

tions are genetically and epigenetically controlled (Chaffer

et al., 2013; Pacheco-Pinedo et al., 2011), and here we show

that in the mammary gland, they require the transcription

factor SLUG.

Although epithelial cell-state conversions have been

shown to occur in vivo (Doupé et al., 2012; Wang et al.,
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2013), quantitative modeling of this dynamic process has

been challenging. We speculated that a Markov model pre-

viously used to study cell-state transitions of cancer cells

in vitro (Gupta et al., 2011) could also be used to uncover

important cell-state conversions in normal MEC popula-

tions; we also wondered whether the model’s predictions

could be tested in vivo. Accordingly, we applied the model

to normal, disease-free mammary epithelial cells in vitro

and found that it could accurately predict epithelial plas-

ticity in vivo. Remarkably, the model predicted that upon

loss of SLUG, there would be an accumulation of luminal

cells due to the increased probability that stem cells would

transition into luminal cells. Indeed, this phenotype was

observed in vivo in Snai2LacZ/LacZ mice. Thus, this approach

opens new possibilities for assessing the consequence of

genetic perturbations on cell-state transitions in normal

cells that can be used to predict and understand complex

phenotypes in vivo.
EXPERIMENTAL PROCEDURES

Cell Lines and Tissue Culture
HMECs and MCF10A cells were cultured in mammary epithelial

growth medium (MEGM Bullet Kit; Lonza Corporation)

comprising mammary epithelial cell basal medium supplemented

with bovine pituitary extract (52 mg/ml), hydrocortisone

(0.5 mg/ml), human epidermal growth factor (10 ng/ml), and

insulin (5 mg/ml). MCF10A cells were further supplemented with

cholera toxin (100 ng/ml). For proliferation assays, cells were

plated in 96-well plates at 1,000 cells per well. On days 1, 2, and

3, cells were lysed with CellTiter-Glo Luminescent Cell Viability

Assay reagent (Promega) and luminescence was read using the

Sirius/FB15 Luminometer (Berthold).

Mouse Strains
The generation of Snai2LacZ/LacZ mice was described previously

(Jiang et al., 1998) and generously provided by Donna F. Kusewitt.

TheMMTV-Mycmouse (FVB-TgMMTV-Myc) used in this study has

been described elsewhere (Sinn et al., 1987).

Animal Surgery
All animal procedures were conducted in accordance with a

protocol approved by the Tufts University IACUC committee. A

colony of Snai2LacZ/LacZ, FVB-Tg MMTV-Myc+, and FVB/SV129-Tg

MMTV-Myc+3 Snai2LacZ/LacZmiceweremaintained in-house under

aseptic sterile conditions. Mice were administered autoclaved food

and water ad libitum. Surgeries were performed under sterile

conditions, and animals received antibiotics in the drinking water

up to 2 weeks after all surgical procedures.

ACCESSION NUMBERS

The GEO accession number for the human microarray data

reported in this paper is GSE54735. The GEO accession number

for the mouse microarray data is GSE55620.
Ste
SUPPLEMENTAL INFORMATION

Supplemental Information includes three figures and Supple-

mental Experimental Procedures and can be foundwith this article

online at http://dx.doi.org/10.1016/j.stemcr.2014.03.008.
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1. Figure S1. Inhibition of SLUG promotes epithelial cell differentiation. Related to Figure 1: 

This Figure supports Figure 1 in the main text. It provides brightfield images of the shControl and 

shSlug HMEC cells.  It also provides additional analysis of microarray data from shControl and shSlug 

HMEC and MCF10A cells. 

 

 2. Figure S2. Inhibition of SLUG results in increased proportions of luminal cells in vitro. 

Related to Figure 2: 

This Figure supports Figure 2A in the main text. It provides additional flow cytometry analysis (and 

representative dot plots) of luminal and basal populations in the shControl and shSlug HMEC and 

MCF10A cells. 

 

3. Figure S3. SLUG and LSD1 interact in mammary epithelial cells. Related to Figure 5: 

This Figure supports Figure 5 in the main text. It provides additional data detailing the interaction 

between SLUG and LSD1. Included in this figure is data showing knockdown levels of SLUG and 

LSD1 (by protein and mRNA) in the HMEC cells, as well as microarray and flow cytometry analysis 

of shSlug and shLSD1 HMEC cells. Figure 5 includes this data for the MCF10A cells. 

 

4. Supplemental Figure Legends  

 

5. Supplemental Experimental Procedures: This section provides a comprehensive list of the 

methods, reagents, etc. used to generate the data in the main text as well as the supplemental materials. 

 

6. Supplemental References 



Phillips et al. Supp. Figure 1

A B

HMEC 
 Pat. 1

MCF10A
0

0.04

0.08

0.12

0.16

R
el

at
iv

e 
C

ha
ng

e 
in

 D
iff

er
en

tia
tio

n 
S

co
re

shControl shSlug
 H

M
E

C
 P

at
ie

nt
 2

 H
M

E
C

 P
at

ie
nt

 1



Phillips et al. Supp. Figure 2

C D
shControl shSlug

C
D

24

A

shControl shSlug

CD49f

C
D

24

CD49f

shControl shSlug

CD49f

C
D

24

EMCF10A  HMEC Patient 1  HMEC Patient 2

CD49f

EP
C

AM

CD24+ CD24-/CD49f+

EPCAM+ EPCAM-/CD49f+

p<1E-5

p<1E-5

p<0.05 p<0.0530

20

10

100

80

60

0

%
 o

f C
el

ls
%

 o
f C

el
ls

15

10

5

0

100

80

60

90

70

shCntrl
shSlug

shCntrl
shSlug

HMEC Patient 1

shCntrl

shSlug

CD49f

EP
C

AM

CD24-/CD49f+

EPCAM+

p=0.005 p=0.001

p<0.01 p<0.001

90

80

70

60

25

15

5

20

10

0

80

60
40
20
0

%
 o

f C
el

ls
%

 o
f C

el
ls

HMEC Patient 2B
shCntrl

shSlug
40

30

20
10
0

shCntrl
shSlug

shCntrl
shSlug

CD24+

EPCAM-/CD49f+



B

0

2

-2

%
 o

f C
el

ls
Fo

ld
 m

R
N

A

SLUG Knockdown

-10

-5

0

5
LSD1 Knockdown

Fo
ld

 m
R

N
A

LSD1

GAPDH

shControl shLSD1shControl shLSD1 D

Phillips et al. Supp. Figure 3

E

shControl
 shSlug
 shLSD1

Up-Regulated Genes

Down-Regulated Genes

EPCAM+

EPCAM+

EPCAM-/CD49f+

EPCAM-/CD49f+

HMEC Patient 2HMEC Patient 1

626 259 706

SLUG

741 227 528

HMEC Patient 1

HMEC Patient 1

HMEC Patient 2

%
 o

f C
el

ls

p<1E-5 p<1E-4

p<1E-5 p<1E-4

p=0.005 p<0.001 p<0.001 p<0.003

80

90

100 15

10

0

5

80

70

90

100

60

15
10

20
25

0
5

shControl
 shSlug
 shLSD1

shControl
 shSlug
 shLSD1

C

F

(ii) 

(i) 

IP

GFP-C
on

tro
l

SLU
G-F

LA
G

GFP-co
ntr

ol

SLU
G-F

LA
G

Input

SLUG

FLAG

LSD1

A

IB:
293T:

0 0.5 1 1.5 2 2.5
Enrichment Score

Epithelial Cell Differentiation

Plasma Membrane

EGF-like

Carbohydrate Catabolic Process

Keratin, Type I

Transmembrane

Signal

 p=0.08

 p=0.09

 p=0.05

 p=0.03

 p=0.006

 p=0.004

 p=0.02

0 2 4 8 10

Enrichment Score

126

Ubi Conjugation
Interphase of Mitotic Cell Cycle

Meiosis

ATP Binding

Mitotic Spindle Organization

DNA Repair

DNA Replication Initiation
Condensed Chromosome

Cell Cycle
DNA Replication

Nuclear Chromosome Part
Regulation of Cell Cycle

DNA-Dependent DNA Replication

 p=2.2E-03
 p=1.58E-04
 p=5.37E-05
 p=3.30E-04
 p=1.48E-04
 p=1.41E-08
 p=9.36E-06

 p=3.34E-06
 p=4.73E-09

 p=5.50E-12
 p=4.79E-07

 p=1.89E-20
 p=3.99E-18

HMEC Patient 1

  LSD1

SLUG   LSD1



Supplemental Figure Legends 
 
 

Figure S1. Inhibition of SLUG promotes epithelial cell differentiation. Related to Figure 1 

(A) Phase contrast images of shControl and shSlug HMECs (Patient 1 and Patient 2). 

Arrowheads highlight the tightly packed, cobblestone-like morphology of shSlug cells. Scale 

bars represent 100 µm. 

(B) Genomic Differentiation Scores for HMEC (Patient 1) and MCF10A cells, calculated from 

microarray gene expression data (Prat et al., 2010). 

 

Figure S2. Inhibition of SLUG results in increased proportions of luminal cells in vitro. 

Related to Figure 2 

(A and B) Flow cytometry analysis of luminal (EPCAM and CD24) and basal (CD49f) cell 

surface markers in shControl (n=3) and shSlug (n=3) HMECs (A) Patient 1 and (B) Patient 2. 

Representative dot plots for EPCAM vs. CD49f expression are shown. Data represent the mean 

±SD of three independent experiments and p values were calculated by Student’s two-tailed t 

test. 

(C-E) Representative dot plots for CD24 vs. CD49f expression in (C) MCF10A cells, (D) HMEC 

Patient 1 and (E) HMEC Patient 2 cells. 

 

Figure S3. SLUG and LSD1 interact in mammary epithelial cells.	
  Related to Figure 5 

(A) Immunoblot analysis of proteins immunoprecipitated with anti-FLAG beads from 293T cells 

transfected with FLAG-SLUG or a control GFP vector and probed with anti-FLAG, anti-SLUG 

and anti-LSD1 antibodies. 



(B) Western Blot analysis of LSD1 expression in shControl and shLSD1 HMECs (Patient 1 and 

Patient 2). 

(C) Quantitative Real-time PCR analysis of SLUG and LSD1 mRNA levels in shSlug and 

shLSD1 HMEC cells (Patient 1) relative to control cells.  

(D) Above: Venn Diagrams showing the overlap of microarray-identified genes commonly (i) 

up-regulated or (ii) down-regulated in shSlug and shLSD1 HMEC (Patient 1) cells compared to 

control cells. Below: Gene ontology biological process categories commonly (i) up-regulated or 

(ii) down-regulated in shSlug and shLSD1 HMEC (Patient 1) cells compared to control cells. 

The DAVID Functional Annotation Tool was used to define categories with an enrichment score 

>1.5; the enrichment score and the p value of genes differentially expressed in each category are 

shown. 

(E and F) Flow cytometry analysis of luminal (EPCAM) and basal (CD49f) cell surface marker 

expression in shControl, shSlug and shLSD1 HMEC cells, (E) Patient 1 and (F) Patient 2. Data 

represent the mean ±SD of three independent experiments and p values were calculated by 

Student’s two-tailed t test. 
	
  

 
 

	
  



Supplemental Experimental Procedure 

Lentiviral Infection 

The VSV-G-pseudotyped lentiviral vectors were generated by transient 

cotransfection of the vector construct with the VSV-G-expressing construct pCMV-

VSVG and the packaging construct pCMV DR8.2Dvpr (Miyoshi et al., 1998) into 293T 

cells together with Mirius transfection reagent (Invitrogen). Lentiviral shRNA constructs 

targeting SLUG (Addgene plasmids 10904 and 10905), LSD1 (Sigma-Aldrich, 

NM_015013.1-1812s1c1) and a scramble control (plKO.1 puro, Addgene) were prepared 

as previously described (Gupta et al., 2005). 

Western Blot Analysis 

Cultured cells were harvested by trypsinization, pelleted and incubated in RIPA 

buffer supplemented with protease inhibitor (Roche) to obtain whole cell lysates. Cellular 

debris was removed by centrifugation at 13,000 rpm for 10 min. 40 µg of the whole cell 

lysate was used per sample. Western blotting was performed according to the 

manufacturers protocol (BioRad). Briefly, 4-12% pre-cast gels and XT-MOPS running 

buffer were used for SDS-PAGE electrophoresis. 0.45 µm nitrocellulose membranes 

were used for protein transfer. Membranes were incubated overnight at 4°C with primary 

antibodies diluted in 1% bovine serum albumin in TBS-T or 5% milk in TBS-T. 

Secondary antibodies (HRP-conjugated) were applied for 1 hr at room temperature (Cell 

Signaling; #7076 and #7074). The antibodies used for these experiments included: anti-

SLUG (Cell Signaling; #9585), anti-LSD1 (Abcam; ab62582), anti-LAMIN AC (Cell 

Signaling; #2032) and anti-GAPDH (Millipore; MAB374). 



Immunoprecipitation (IP) 

HMECs and MCF10A cells were lysed in IP buffer (20 mM Tris pH 7.5, 150 mM 

NaCl, 1 mM EDTA, 1 mM EGTA, 1% Triton X-100) supplemented with protease and 

phosphatase inhibitors (Roche). For immunoprecipitation assays, protein lysates (1mg) 

were combined with 10 µg of antibody: anti-SLUG (Cell Signaling; #9589) or mouse 

normal IgG (Santa Cruz; SC2025) and 25 µl of Protein A-Plus agarose beads (Repligen). 

Following an overnight incubation at 4°C, agarose beads were extensively washed in IP 

buffer, resuspended in SDS sample buffer (125 Mm Tris pH 6.8, 2.5% SDS, 10% 

glycerol, 2.5% 2-mercaptoethanol, 0.01% bromo-phenol-blue) and loaded onto a protein 

gel. Antibodies used for immunoblotting included: anti-SLUG (Cell Signaling; #9585) 

and anti-LSD1 (Abcam; ab62582). 

293T cells were transfected with pPGS-hSlug-FLAG or a control GFP construct 

using FuGene 6 ® Transfection Reagent (Roche). 48 hrs after transfection, cells were 

harvested and lysed as described above. 1 mg of protein was incubated overnight at 4°C 

with 40 µl of Anti-FLAG  ® M2 Affinity Gel (Sigma). Following overnight incubation, 

beads were extensively washed in IP buffer, resuspended in SDS sample buffer and 

loaded onto a protein gel. Antibodies used for immunoblotting were as follows: anti-

SLUG (Cell Signaling; #9585), anti-LSD1 (Abcam; ab62582) and Anti-FLAG ® M2 

(Cell Signaling; 2044). 

Quantitative RT-PCR 



Total RNA from cultured cells was extracted with the RNeasy Mini Kit 

(QIAGEN). cDNA was prepared with an iScript kit (BioRad) and PCR was carried out 

with SYBR Green (BioRad). The following primers (human) were used in this study:  

SLUG: Forward ‘5-GCATTTCTTCACTCCGAAGC-3’ and Reverse ‘5-

TGAATTCCATGCTCTTGCAG-3’ 

LSD1: Forward ‘5-CAAGTGTCAATTTGTTCGGG-3’ and Reverse ‘5-

TTCTTTGGGCTGAGGTACTG-3’ 

GAPDH: Forward ‘5-GAGTCAACGGATTTGGTCGT-3’ and Reverse ‘5-

GACAAGCTTCCCGTTCTCAG-3’ 

KRT18: Forward ‘5-TGATGACACCAATATCACACGAC-3’ and Reverse ‘5-

TACCTCCACGGTCAACCCA-3’ 

KRT19: Forward ‘5-ACCAAGTTTGAGACGGAACAG-3’ and Reverse ‘5-

CCCTCAGCGTACTGATTTCCT-3’ 

CD24: Forward ‘5-TGAAGAACATGTGAGAGGTTTGAC-3’ and Reverse ‘5-

AGAGTGAGACCACGAAGAGAC-3’ 

MUC1: Forward ‘5-CGCCGAAAGAACTACGGGCAGCTG-3’ and Reverse ‘5-

CAAGTTGGCAGAAGTGGCTGCCAC-3’   

GATA3:  Forward ‘5-GCGGGCTCTATCACAAAATGA-3’ and Reverse ‘5-

GCTCTCCTGGCTGCAGACAGC-3’ 



KRT14: Forward ‘5-CATGAGTGTGGAAGCCGACAT-3’ and Reverse ‘5-

GCCTCTCAGGGCATTCATCTC-3’ 

SMA: Forward ‘5-CAGGGCTGTTTTCCCATCCAT-3’ and Reverse ‘5-

GCCATGTTCTATCGGGTACTTC-3’ 

VIM: Forward ‘5-GAGTCCACTGAGTACCGGAGAC-3’ and Reverse ‘5-

TGTAGGTGGCAATCTCAATGTC-3’ 

CLDN4: Forward ‘5-GGGGCAAGTGTACCAACTG-3’ and Reverse ‘5- 

GACACCGGCACTATCACCA-3’ 

SOX9: Forward ‘5-AGCGAACGCACATCAAGAC-3’and Reverse ‘5-

CTGTAGGCGATCTGTTGGGG-3’ 

EPCAM: Forward ‘5-AATCGTCAATGCCAGTGTACTT-3’ and Reverse ‘5-

TCTCATCGCAGTCAGGATCATAA-3’ 

E-CADHERIN: Forward ‘5-GAACGCATTGCCACATACAC-3’ and Reverse ‘5-

GAATTCGGGCTTGTTGTCAT-3’ 

Gene Expression Microarray Analysis – Human Cell Lines 

Total RNA for microarray expression studies was isolated from MCF10As and 

HMECs via the RNeasy Mini kit (QIAGEN). RNA was profiled as described previously 

using oligo microarrays (Agilent Technologies, Santa Clara, CA, USA; Hu et al., 2006).  

The probes or genes for all analyses were filtered by requiring the lowest normalized 

intensity values in both sample and control to be > 10. The normalized log2 ratios (Cy5 

shSlug sample/Cy3 shControl sample) of probes mapping to the same gene (Entrez ID as 



defined by the manufacturer) were averaged to generate independent expression 

estimates. Differentially expressed genes between shSlug sample and shControl sample 

were identified after performing a one class Significance Analysis of Microarrays (SAM; 

Tusher et al., 2001). All microarray data are available in the University of North Carolina 

(UNC) Microarray Database (https://genome.unc.edu/) and have been deposited in the 

Gene Expression Omnibus (GEO) under the accession number GSE54735. 

Gene Expression nCounter Analysis 

Total RNA for microarray expression studies was isolated from Basal, Luminal 

and Stem MCF10A cell sorted populations via the RNeasy Mini kit (QIAGEN). For each 

sample, ∼100 ng of total RNA was used to measure gene expression of 110 selected 

genes using the digital color-coded nCounter platform (Nanostring Technologies, 

Seatlle). Raw data was log base 2 transformed and normalized using 5 house-keeping 

transcripts. All data is available in GSE54735. 

Gene Expression Microarray Analysis – Mouse MECs 

Mammary glands from Snai2LacZ/LacZ mice and WT controls were dissected, 

resuspended as single cell suspensions and sorted into basal/ME (Lin-

/EPCAMlo/CD49fhi), luminobasal (Lin-/EPCAMhi/CD49fhi) and unsorted fractions as 

described above. Pools of cells for each genotype and fraction were combined from 2-3 

animals. RNA was extracted using the Qiagen RNeasy micro column with on-column 

DNA digestion as per manufacturer’s instructions. All RNA samples were assayed on an 

Agilent 2100 Bioanalyzer to ensure high RNA quality (RIN > 8) prior to microarray 

analysis.  



Microarray samples were submitted to the Tufts Center for Neuroscience 

Research Core. Sample preparation and analysis were conducted by the Yale Center for 

Genomic Analysis (Yale School of Medicine, CT) as follows: 5 ng of total RNA was 

amplified using the Ovation Pico WTA System v2 kit (Nugene, #3302) as per 

manufacturer’s instructions. Amplified cDNA was purified using a QIAQuick PCR 

Purification kit (Qiagen) and the concentration of cDNA samples normalized to a total of 

4 µg, as per Nanodrop readings (Thermo Scientific). cDNA was then labeled with the 

Encore BiotinIL Module Kit (Nugene, #4210) and purified with a MinElute Reaction 

Cleanup Kit (Qiagen) as per manufacturers’ instructions. Labeled and purified cDNA was 

normalized to a total concentration of 750 ng and hybridized to a MouseRef v2 

Expression BeadChip (Illumina) overnight at 48°C as per manufacturer’s instructions. 

Beadchips were then washed using recommended buffers and stained with Amersham 

Cy3-Streptavidin (GE Healthcare #PA43001). BeadChips were scanned using the 

Illumina HiScan System and images analyzed using Beadstudio Software (Illumina). 

Quality control and data analysis were carried out according to the instructions provided 

by Illumina. Differential gene expression between WT and Snai2LacZ/LacZ samples for 

each fraction was computed by GenePattern Comparative Marker Selection module 

(Broad Institute, MIT). Gene signature comparison to the data from Lim et al. (Lim et al., 

2009) was conducted as per Prat et al. (Prat et al., 2010).  

3D Collagen Assay 

For 3D collagen gel assays, rat-tail collagen was diluted to 1 mg/mL with 5 mM 

glacial acetic acid and brought to pH 7.0 with 0.01 M NaOH. Wells of 4-well chamber 



slides (BD Falcon) were coated with 100 µl of collagen and allowed to set at room 

temperature for 20–30 min. Then, 10,000 MCF10A cells (shControl or shSlug) were 

plated in 1 mL of MEGM containing 2% Matrigel (BD Biosciences) per well, in 

triplicate. Structures were allowed to form on top of the collagen gels for 5-6 days with 

media changes every 3 days. Structures were quantified under a microscope at 100x 

magnification. 

Immunostaining 

For paraffin embedded tissues, samples were deparaffinized, rehydrated in graded 

alcohols and processed for antigen retrieval by incubation in citrate buffer (PH 6) at 95°C 

for 45 min. Slides were then washed in PBS before primary antibody incubation. For 

plated cells, samples were cultured on 8-well chamber-slides, fixed with methanol at 

−20°C for 10 min and washed 3x with 1x PBS before primary antibody incubation. All 

samples were incubated overnight at 4°C with primary antibodies: anti- (Abcam; ab8667) 

or anti-SMA (Vector Laboratories; VPS281) diluted in 1% bovine serum albumin in 

PBS. Alexa Fluor 546 and Alexa Fluor 488-conjugated secondary antibodies (Invitrogen; 

#A11010 and #AA11001) were applied for 1 hr at room temperature. Tissues/cells were 

counterstained with DAPI and mounted with the Slow-Fade mounting kit (Invitrogen).  A 

Leica SP2 confocal microscope was used to capture these images. 

Immunohistochemistry 

Immunohistochemistry was performed on formalin-fixed, paraffin-embedded 

tissue sections with sodium citrate or Tris EDTA antigen retrieval, followed by detection 

with biotinylated secondary antibodies (anti-mouse, Vector; BA-202 or anti-rabbit, 



Vector Laboratories; BA 1000) and visualization with the Elite ABC Peroxidase Kit and 

DAB substrate (Vector Laboratories). Antibodies used on paraffin-embedded tumor and 

mammary gland sections were as follows: anti-ER-α, (Santa Cruz; SC542, clone M20).  

Staining for Ki67 was performed by the Histology Special Procedures Laboratory 

at Tufts Medical Center.  

Tissue samples from each tumor lesion were fixed for 24 hr in 4% neutral 

buffered formalin. After paraffin embedding, tumor specimens were cut into 5-µm 

sections and stained with H&E. A Nikon Eclipse 80t microscope and SPOT camera were 

used for analyzing and photographing the stained sections. 

Preparation of MEC Single-Cell Suspensions 

The 3rd, 4th and 5th mammary glands were harvested from 8 or 16-week old mice. 

Glands were mechanically disaggregated and then digested with collagenase (Sigma) and 

Hyaluronidase (Sigma) for 1 hr at 37°C. Red blood cells were lysed in Red Blood Cell 

Lysis Buffer (Sigma). The resultant organoids were further digested in 0.25% trypsin-

EDTA (2 min) and Dispase/DNaseI (2 min), and then filtered through a 40 µm mesh 

filter.  

Flow Cytometry and FACS 

Nonconfluent cultures of MCF10A and immortalized HMEC cells were 

trypsinized into single-cell suspension, counted, washed with PBS and stained with 

antibodies specific for human cell CD24 (PE, BD Bioscience; #555427), EPCAM (APC, 

BD Bioscience; #347200) and CD49f (FITC, BD Bioscience; #555735). Conjugated 



isotype-matching IgGs were used as negative controls (IgG2a-PE, BD Bioscience; 

559319, IgG1-APC, BD Bioscience; 3404442 and IgG2a-FITC, BD Bioscience; 555573). 

Antibody-bound cells were washed and resuspended at 1x 106 cells/ml in 2% FBS in PBS 

and run on a FACS Calibur flow cytometer (BD Biosciences) or sorted on a BD Influx 

FACS sorter (BD Biosciences). Flow cytometry data was analyzed with the Flowjo 

software package (TreeStar). 

Freshly dissociated single cell suspensions of mouse mammary epithelial cells 

were stained with anti-CD24-APC (eBiosciences; #17-0242), anti-CD49f-FITC 

(StemCell #10111), anti-CD49f-PercpCy5.5 (Biolegend; #313618) and anti-EPCAM-

APC (Biolegend; #118213) antibodies. Endothelial, lymphocytic and monocytic lineages 

were depleted with antibodies specific to mouse CD31 (PE, #12-0311-83), CD45 (PE, 

#12-0451-81) and Terr119 (PE, #12-5921) (eBiosciences). Conjugated isotype-matching 

IgGs were used as negative controls. They were as follows: APC-IgG2b (eBiosciences; 

17-4031-81), APC-IgG2a (eBiosciences; 174321), PerCP-Cy5.5-IgG2a (Biolegend; 

400531) and FITC-IgG1 (BD Biosciences; 553443). 

Whole Mounts 

Mammary glands were spread onto glass slides, fixed in 10% neutral buffered 

formalin, and stained overnight in 0.2% carmine red. Glands were subsequently 

dehydrated with graded ethanol solutions, cleared in xylene and mounted. 

Mammary Fat-Pad Transplants: 

Single cell suspensions (see above) of isolated MECs (previously harvested and 

frozen) were resuspended at 50,00 cells/25 µl in Matrigel:Mouse Mammary Medium 



(1:3) solution, and injected into cleared inguinal fat pads of 3-week old nonobese 

diabetic/severe combined immunodeficient mice (Deome et al., 1959). Snai2+/+ or 

Snai2LacZ/LacZ MECs were transplanted into contralateral inguinal fat pads. Twelve weeks 

after transplantation, glands were harvested and processed for whole mounting. Mouse 

Mammary Media: (DMEM/F12 + 2% CS, 10 µg/ml mouse-insulin, 5 ng/ml mEGF, 0.5 

µg/ml hydrocortisone). 

 Chromatin Immunoprecipitation 

The chromatin immunoprecipitation (ChIP) assay was performed by using the 

EZ-Magna ChIP A kit (Millipore, cat. no. 17–409) following the manufacturer's 

instructions. In brief, cells were grown to 60–70% confluence in 15cm dishes. Proteins 

were cross-linked to DNA by adding the formaldehyde directly to the culture medium to 

a final concentration of 1% for 10 min. The unreacted formaldehyde was quenched by 

incubating with 1× glycine buffer for 5 min. After rinsing twice with ice-cold PBS, the 

cells were resuspended in 1 ml of PBS with protease inhibitor by scraping the cells from 

the dishes. After brief centrifugation to pellet cells, cells were resuspended in 0.5 ml of 

cell lysis buffer and then nuclear lysis buffer. Sonication of cell lysate was performed 

four times for 25 sec each on a Branson Sonicator, followed by centrifugation at 4°C for 

10 min. Supernatants were collected and diluted 1:10 with dilution buffer. A portion of 

diluted supernatant (1%) was kept and used as “input.” Immunoprecipitation was carried 

out overnight at 4°C by adding the immunoprecipitating antibody and 20 µl of fully 

suspended protein A magnetic beads (Millipore). The antibodies used were: anti-SLUG 

(Cell Signaling; 9589), anti-LSD1 (Abcam; ab17721), anti-H3 (Millipore; #06-755), anti-

H3K4me3 (Millipore; #NG18233938) and Mouse normal IgG (Santa Cruz; #SC2025). 



After washing the protein A bead-antibody/chromatin complex, ChIP elution buffer with 

proteinase K was added and incubated at 62°C for 2 hrs. DNA was recovered and 

purified with DNA spin columns. Both the immunoprecipitated samples and the input 

samples were processed in the same way. After ChIP assays, we used custom-made ChIP 

arrays (Qiagen, EpiTect ® ChIP qPCR Array Human Custom) to assess localization of 

SLUG and LSD1 as well as enrichment of H3K4me3 along the proximal promoters of the 

EPCAM, E-CADHERIN and MUC1 genes.  

Markov Model 

A description of the cell state transition Markov Model and computation of the 

stochastic matrix associated with a population of cells has been previously described 

(Gupta et al., 2011). 
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