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Stromal androgen and hedgehog signaling regulates stem cell
niches in pubertal prostate development
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ABSTRACT
Stromal androgen-receptor (AR) action is essential for prostate
development, morphogenesis and regeneration. However,
mechanisms underlying how stromal AR maintains the cell niche in
support of pubertal prostatic epithelial growth are unknown. Here,
using advanced mouse genetic tools, we demonstrate that selective
deletion of stromal AR expression in prepubescent Shh-responsive
Gli1-expressing cells significantly impedes pubertal prostate
epithelial growth and development. Single-cell transcriptomic
analyses showed that AR loss in these prepubescent Gli1-
expressing cells dysregulates androgen signaling-initiated stromal-
epithelial paracrine interactions, leading to growth retardation of
pubertal prostate epithelia and significant development defects.
Specifically, AR loss elevates Shh-signaling activation in both
prostatic stromal and adjacent epithelial cells, directly inhibiting
prostatic epithelial growth. Single-cell trajectory analyses further
identified aberrant differentiation fates of prostatic epithelial cells
directly altered by stromal AR deletion. In vivo recombination of
AR-deficient stromal Gli1-lineage cells with wild-type prostatic
epithelial cells failed to develop normal prostatic epithelia. These
data demonstrate previously unidentified mechanisms underlying
how stromal AR-signaling facilitates Shh-mediated cell niches in
pubertal prostatic epithelial growth and development.
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INTRODUCTION
Androgen- and androgen receptor (AR)-mediated signaling is
essential for male sexual development (Cunha et al., 1987; Cooke
et al., 1991). Murine prostatic development initiates at embryonic
day (E) 17.5 from the endodermal urogenital sinus (UGS) in
response to rising levels of testicular androgens (Cunha et al., 1987).
Mutation of the Ar gene in testicular feminized (Tfm) mice results in
the complete absence of prostate development (Cunha and Chung,
1981). Earlier tissue recombination studies using combinations of

wild-type or AR-deficient Tfm urogenital sinus mesenchyme
(UGM) with urogenital sinus epithelium (UGE), demonstrated
that mesenchymal, rather than epithelial, AR plays a decisive role in
early prostatic epithelial development (Cunha and Lung, 1978;
Cunha, 1984). This provided the first evidence of stromal AR
expression acting to maintain the cellular niche responsible for
supporting prostate stem- and progenitor-mediated prostatic
epithelial development. After birth, the AR continues to play a
crucial role in prepubescent prostatic gland branching and
morphogenesis, as well as in pubertal prostatic growth and
maturation (Sugimura et al., 1986; Cunha et al., 1987; Hayashi
et al., 1991). However, owing to the technical limitation of previous
tissue recombination models only being able to use embryonic
tissues, the role of stromal AR in the cell niche responsible for
supporting prostatic stem/progenitor cells in pubertal prostatic
epithelial morphogenesis and growth have not been appropriately
characterized.

The Shh signaling pathway plays a crucial role in regulating both
embryonic and adult stem cells in a variety of self-renewing organs
(Ahn and Joyner, 2005; Kugler et al., 2015). In the prostate, the Shh
ligand and its downstream effector, Gli1, are exclusively expressed
in epithelial and mesenchymal cells, respectively (Doles et al.,
2006; Peng et al., 2013). Upon activating Shh signaling, prostatic
stromal Gli1-expressing cells are able to repopulate the stroma
following involution and regeneration (Peng et al., 2013). Shh
signaling also regulates prostatic epithelial development,
morphogenesis and regeneration through mesenchymal-epithelial
interactions (Peng and Joyner, 2015; Bushman, 2016). However,
Gli1 expression has been shown not to be essential for mouse
prostate development and morphogenesis (Doles et al., 2006; Peng
et al., 2013). Interestingly, selective deletion of AR expression in
mesenchymal Shh-responsive Gli1-expressing cells significantly
impaired early prostate development, morphogenesis and growth
(Le et al., 2020). Although this study indicates a crucial role of AR
in Gli1-expressing cells and their lineage, the function and identity
of AR- and Gli1-expressing cells in the prostate stem cell niche and
related mechanisms remain poorly understood.

In this study, we directly investigated the cellular properties of
stromal AR and Gli1-expressing cells and their roles acting as the
cellular niche in regulating prepubescent and pubertal prostate
morphogenesis and growth. Single-cell transcriptomic analyses
showed that selective deletion of AR expression in prepubescent
Gli1-expressing cells dysregulates androgen signaling-initiated
stromal-epithelial paracrine interactions, resulting in robust defects
in pubertal prostate growth and development. Specifically, stromal
AR loss elevates Shh-signaling activation in both prostatic stromal
cells and adjacent epithelial cells in a paracrine fashion, resulting in
stark inhibition of prostatic epithelial growth and pubertal
development. Single-cell pseudotime-trajectory analyses further
identified aberrant differentiation fates of prostatic epithelial cells
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altered by stromal AR deletion. In vivo recombination of AR-
deficient stromal Gli1-lineage cells with wild-type prostatic
epithelial cells failed to develop normal prostatic epithelia. These
lines of scientific evidence demonstrate novel mechanisms
underlying stromal AR signaling in facilitating Shh-mediated cell
niches in pubertal prostatic epithelial growth and development.

RESULTS
Deletion of the AR in prepubescent Gli1-expressing cells
diminishes pubertal prostate growth
An indispensable role of AR in Gli1-expressing cells during
embryonic prostate development, prepubescent morphogenesis
and pubertal growth has been identified recently (Le et al., 2020).
To directly address the unknown mechanisms underlying stromal
AR in prepubescent Gli1-expressing cells acting as the cellular
niche that supports prostatic pubertal epithelial development,
we profiled the single-cell transcriptomes from prostate tissues
of ROSA26RmTmG/+:ArLoxP/Y:Gli1CreERT2/+ (R26mTmG/+:ArL/Y:
Gli1CreER/+) mutant (ARKO) mice and ROSA26RmTmG/+:
Gli1CreERT2/+ (R26mTmG/+:Gli1CreER/+) control littermates.
Tamoxifen (TM) was administered at postnatal day (P) 14 to
activate CreER-mediated recombination of the floxed loci,
switching from expression of membrane-bound tandem dimer
Tomato (mT) to membrane-bound green fluorescent protein
(mGFP) and/or deleting AR expression in Gli1-expressing cells in
control and ARKO mice, respectively (Muzumdar et al., 2007; Le
et al., 2020) (Fig. 1A). These mice were then grossly examined at
P17, P35 and P56 during prostate prepubescent and pubertal growth
and development (Fig. 1B). At P17, there was no significant
difference between the prostates isolated from ARKO and control
mice. At P35 and P56, the prostates of the control mice showed
normal structure and a significant increase in the weight and size
between these time points, reflecting normal pubertal prostate
growth in response to elevated androgens (Fig. 1D1,D2; Fig. S1C,
left panel). In contrast, the prostates from ARKO mice appeared to
be significantly smaller in size and weight than their control
counterparts at P35 and P56, and showed almost no difference
between these two time points (Fig. 1D3,D4; Fig. S1C, left panel),
demonstrating a significant androgen-dependent growth defect.
Abnormally small seminal vesicles were also observed in ARKO
mice at the above time points (Fig. S1A,B). Histological analyses of
prostate tissues from control mice showed normal prostatic epithelia
with mature glands filled with prostatic secretions by P56 (Fig. 1E1,
E1′,E2,E2′). However, noticeable pathological changes featuring
prostatic epithelial growth retardation and aberrant prostatic
morphogenesis of all four prostatic lobes, including a reduction in
gland size with more dense stromal tissue surrounding the glands
and irregular glands with enlarged and bulbous tips, appear at the
onset of puberty in P35 ARKO samples (Fig. 1E3,E3′). These
abnormalities became even more striking at P56, highlighted by
significantly undersized prostatic glands, devoid of secretions and
with irregularly shaped vacuolated luminal epithelial cells
(Fig. 1E4,E4′). Examining the levels of serum testosterone
showed no significant differences between samples collected from
ARKO and control littermates. Both genotypes had lower serum
testosterone at P35 than at P56, demonstrating normal pubertal
increases in testosterone (Fig. S1C, right panel), ruling out the
potential effect of insufficient circulating androgens in the above
prostatic defects. Analyses of Gli1-activated mGFP expression
showed positive staining exclusively in stromal cells adjacent to
the epithelium at all time points in samples of both genotypes,
confirming the stromal cell properties of Gli1-expressing cells

and their descendants, further referred to as Gli1-lineage cells
(Fig. 1F1-F6). The above data demonstrate a crucial role for
AR expression in Gli1-lineage cells in supporting androgen-
dependent prostate growth during puberty, which are also
consistent with our previous report (Le et al., 2020). In addition,
these data also corroborate the use of P35 mouse prostate tissues
to characterize stromal AR action and related mechanisms via
single-cell RNA-sequencing (scRNA-seq) and other analyses
(Fig. 1C).

Deletion of AR in prepubescent Gli1-expressing cells alters
pubertal prostatic cell populations
We performed scRNA-seq analysis using mouse prostate tissues
isolated at P35. In one of the representative experiments, ∼8000
and 9500 cells isolated from R26mTmG/+:ArL/Y:Gli1CreER/+ and
R26mTmG/+:Gli1CreER/+ littermates, respectively, were prepared and
sequenced. Following sequencing and alignment to the mm10
reference genome with an added mGFP sequence (Zhang et al.,
1996), both the ARKO and control samples underwent
multiple steps of filtering (see Materials and Methods). Post-
filtering, 6871 and 7148 cells from ARKO and control samples,
respectively, with an average of 2454 genes and 11,664 unique
molecular identifier (UMI) counts per cell were used in the analyses
(Fig. S2).

The scRNA-seq data from both ARKO and control samples were
initially visualized individually using t-distributed stochastic
neighbor embedding (tSNE) (Fig. 2A), and then merged and re-
clustered based on their transcriptomic profiles using Seurat’s
integrated merging method (Stuart et al., 2019) (Fig. 2B). A total of
seven epithelial and seven stromal (non-epithelial) cell subsets were
identified (Fig. 2C), and aligned in separated ARKO and control
tSNE plots (Fig. 2D). These data demonstrate comparable overall
cell populations sequenced between these two samples, and support
further analysis to assess the molecular changes induced by AR loss
between ARKO and control samples at P35 using these identified
cell clusters. The cellular properties of each cell subset were
determined and then grouped as epithelial and stromal cell
populations based on the cell-specific markers reported in
previous human and mouse scRNA-seq and in-situ hybridization
analyses (Wang et al., 2001; Toivanen et al., 2016; Henry et al.,
2018; Kwon et al., 2019; Noda et al., 2019; Guo et al., 2020; Joseph
et al., 2020) (Fig. 2E). Specifically, the epithelial cell subsets
included prostate luminal (LE) and basal (BE), urethral luminal
(UrLE), seminal vesicle (SV), myoepithelial (MyoE), proliferating
epithelia (ProE) and a small epithelial cell cluster of unclear origin
labeled as other epithelia (OE). Stromal cell subsets consisted
primarily of fibroblasts (Fb) and smooth muscle cells (SMC) as well
as endothelial (Endo), pericyte (PC), proliferating fibroblast (ProS)
and two leukocyte (Leu1 and 2) clusters. In tSNE expression plots,
the expression of Epcam, Vim and Myh11 was visualized within
epithelial, stromal and SMC subsets as defined above (Fig. 2C-F).
Ar expression was detected in both prostatic epithelial and stromal
cell subsets (Fig. 2F). However Gli1 and mGFP expression was
observed selectively within prostatic fibroblasts and SMCs,
demonstrating the stromal cell properties of Gli1-lineage cells in
pubertal prostate tissues (Fig. 2F). These high-resolution data
validate the cellular properties of AR and Gli1-lineage cells in
pubertal prostate tissues. Analyses of total cell distributions for each
cell type in ARKO and control samples showed basal and luminal
epithelial cells along with SMCs and fibroblasts being the four most
abundant cell types (Fig. 2G), consistent with the cell composition
of prostate tissues observed histologically (Fig. 1E3-4, 2H1-6).
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Most epithelial cell subsets, except basal cells, significantly
decreased in ARKO samples in comparison with the controls. In
contrast, a proportional increase in stromal SMCs and fibroblasts
appeared in ARKO samples due to the large reduction in epithelial
cells compared with control counterparts, resembling the reduced
overall gland size and prostatic epithelia with relative dense stroma
observed in P35 ARKO prostate tissue sections (see Fig. 1E3).
Although observations of robust growth retardation in prostatic
epithelial cells in ARKO samples demonstrate a dominant role of
stromal AR in prostate epithelial growth and proliferation, reduced
proliferation was also observed in stromal cell populations in ARKO
samples (Fig. 2G).

Using co-immunofluorescence (Co-IF) analyses, we further
determined stromal cellular properties of Gli1-lineage cells and
the effect of AR deletion in prostate cell proliferation. In both
ARKO and control prostate tissues, Gli1-CreER-activated mGFP-
positive cells show negative E-cadherin staining (Fig. 2H1,H1′,
H4,H4′) but positive staining for smooth muscle actin (SMA) or
Vim (blue arrows, Fig. 2H2-H3′,H5-H6′). In addition, a stark
decrease in Ki67- and PCNA-positive cells was revealed in ARKO
samples in comparison with the controls (Fig. 2I1-6). These data
support the above scRNA-seq data, further demonstrating the
stromal cell properties of pubertalGli1-lineage cells and the growth-
promoting role of stromal AR in this cell lineage.

Fig. 1. Conditional deletion of AR in pre-pubescent Gli1-expressing cells significantly impairs prostate development. (A) Schematic for generating
R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+ mice. (B) Experimental timeline for TM induction and analysis. (C) Schematic for scRNA-seq analyses
using P35 prostate tissues. (D1-D4) Representative images of prostates isolated from the indicated genotypes at P35 and P56 (also see Table S6). (E1-E4′)
Representative images of H&E staining were taken from anterior prostate lobes from R26mTmG/+:ArL/Y:Gli1CreER/+ and R26mTmG/+:Gli1CreER/+ age-matched
control littermates. Bottom panels show magnification of boxed areas in top panels. (F1-F6) Fluorescence micrographs of membrane-bound tdTomato (mT)
and membrane-bound green fluorescent protein (mG) expression in P17 anterior prostatic lobes. AP, anterior prostate; D/LP, dorsolateral prostate; VP,
ventral prostate.
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Fig. 2. Identification of cell clusters from R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+ prostates using scRNA-seq. (A) tSNE plot showing
dimensional reduction of the distribution of 7148 individual cell transcriptomes from R26mTmG/+:Gli1CreER/+ and 6871 individual cell transcriptomes from
R26mTmG/+:ArL/Y:Gli1CreER/+ mice. (B) tSNE plot visualizing integration of scRNA-seq data from R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+ mice.
(C) tSNE plot showing major clusters of epithelial and stromal lineages based on their transcription profiles. BE, basal epithelial cluster; Endo, endothelial
cluster; Fb, fibroblast cluster; LE, luminal epithelial cluster; Leu1/2, leukocyte cluster 1/2; MyoE, myoepithelial cluster; OE, other epithelia cluster; PC, pericyte
cluster; ProE, proliferating epithelia cluster; ProS, proliferating fibroblast cluster; SMC, smooth muscle cell cluster; SV, seminal vesicle cluster; UrLE, urethral
luminal epithelial cluster. (D) Cellular clusters of indicated genotypes. (E) Dot plot of five highly specific genes for each cellular cluster. (F) tSNE expression
plots of specific genes as indicated. Color intensity indicates the scaled expression level in each cell. (G) Distribution of each cell cluster from R26mTmG/+:
Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+ mice. Also see detailed data in Table S7. (H1-I6′) Co-localization of mGFP with E-cadherin, SMA or Vim from
anterior prostate lobe tissues. Blue arrows indicate stromal GFP-positive cells. S, stroma; E, epithelia. (I1-J6) Representative H&E and IHC images of P35
prostate tissues from R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+mice stained for the indicated antibodies.
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Stromal AR expression regulates Shh signaling in prostatic
stromal cells
Given the significant prostate growth defects observed in pubertal
prostate tissues in stromal AR-deficient R26mTmG/+:ArL/Y:Gli1CreER/+

mice, we re-clustered stromal cells after separating them from the
epithelial cells to gain higher resolution insight into their cell
properties. Eleven cell clusters were identified upon re-clustering
(Fig. 3A,B), with increased resolution leading to the further
separation of fibroblasts and SMCs into multiple clusters (Fig. 3B).
Because Gli1-lineage cells are restricted within SMC and fibroblast
cell subsets, we then further separated these two cell subsets from
other stromal cells yielding two SMC and four fibroblast subclusters
based on their transcriptional profiles (Fig. 3C; Fig. S3A,B;
Table S1). Despite more in-depth cell clustering, the newly
identified cell subclusters aligned between ARKO and control
samples, with no populations specific to only one genotype (Fig. 3D).
Analysis of cell distributions showed that fibroblast cluster 4 (Fb4)
and SMC cluster 2 (SM2) were proportionally larger in controls,
whereas Fb1-3 clusters were larger in ARKO samples (Fig. 3E).
Gli1-CreER-mediated mGFP expression appeared to be consistent
in fibroblast and SMC clusters in both ARKO and control samples;
however, reduced expression of mGFP was observed in the Fb3
cluster, especially in ARKO cells, suggesting divergent cellular
properties between these Gli1-lineage cells (Fig. 3F, left panel). In
alignment with expectations for our model, a significant decrease in
Ar expression appeared in all mGFP-expressing stromal cell clusters
of ARKO samples (Fig. 3F, right panel). Analyses of tSNE
expression plots further showed the expression of Ar and Gli1 in
stromal cell clusters. Interestingly, we noted elevatedGli1 expression
in ARKO cells (Fig. 3G), suggesting an inverse relationship in
expression between Ar and Gli1 in those prostate stromal cells. We
further validated the above observation using Co-IF and
immunohistochemistry (IHC) analyses in both pre-pubertal and
pubertal prostate samples. Uniform nuclear AR staining in mGFP-
positive cells was detected within prostatic stromal areas in all control
samples isolated at P17, P35 and P56 time points (Fig. 3H1-H3, blue
arrows). In contrast, reduced, or nearly full loss of, AR expression at
the three time points appears selectively in mGFP-positive cells of
ARKO samples (Fig. 3J1-J3, yellow arrows). IHC analyses also
showed Gli1 expression restricted to stromal cells of both ARKO and
control samples at all time points (Fig. 3I1-I3,K1-K3, arrows).
Importantly, increased Gli1 expression was detected in ARKO
samples compared with control counterparts, particularly at P35 and
P56 time points (Fig. 3K1-K3 versus I1-I3), further demonstrating the
inverse relationship in expression of AR and Gli1 proteins. In
agreement with the above observation, an increase in the number of
Gli1-positive, Ar-negative cells was identified in the ARKO stromal
cells (Fig. 3L), accompanied by an overall increase inGli1 expression
in ARKO stromal cell populations in comparison with the control
samples. These multiple lines of evidence demonstrate an inverse
relationship between AR and Gli1 expression in prostatic stromal
cells, implicating a new potential mechanism by which stromal AR
expression in Gli1-lineage cells regulates pubertal prostate growth
and development.

Stromal AR signaling regulates developmental signaling
pathways in Gli1-lineage cells
Identifying an inverse relationship between AR and Gli1 expression
in prostatic Gli1-lineage cells is new and intriguing. Using higher
read-depth bulk RNA-seq, we further assessed the transcriptomic
profiles of Gli1-lineage cells to investigate the regulatory role
of stromal AR in Gli1-lineage cells. Analyses were performed

using RNA samples that were prepared from sorted mGFP-positive
cells of R26mTmG/+:ArL/Y:Gli1CreER/+ and R26mTmG/+:Gli1CreER/+

mice at P35 with TM administration at P14 (Fig. 4A). A total of
731 differentially expressed genes (DEGs) (391 up- and 340
downregulated) were identified comparing ARKO with control
samples (Fig. 4B; Table S2). Gene set enrichment analysis (GSEA)
using pre-ranked gene lists identified an enrichment of a variety of
up- and downregulated signaling pathways altered by AR deletion
in sorted Gli1-lineage cells (Fig. 4C). Among them, upregulation
of Hedgehog signaling, epithelial-to-mesenchymal transition
(EMT), TGF-β, Wnt, focal adhesion, calcium and Erbb pathways,
and downregulation of interferon α and γ response, oxidative
phosphorylation, Kras, DNA repair and estrogen late response-
related pathways were identified in ARKO cells. Quantitative
reverse-transcriptase real-time PCR (RT-qPCR) analyses also
showed reduced Ar expression alongside increased expression of
Shh downstream targets, Gli1, Ptc1 (also known as Ptch1) and Smo
in ARKO Gli1-lineage cells in comparison with the controls
(Fig. 4D). These data are consistent with previous results (see
Fig. 3G,I,K,L) and demonstrate an upregulation of Shh signaling in
ARKO prostatic Gli1-lineage cells. In this study, we also performed
both chromatin immunoprecipitation (ChIP)-qPCR and ChIP-seq
analyses to examine the downstream targets of AR using sorted
mGFP-positive cells isolated from ARKO and control prostate
tissues. However, we did not identify a direct role of AR on Gli1
transcription (see the Discussion).

To gain in-depth mechanistic insight into stromal AR action, we
characterized single-cell transcriptomes of Gli1-lineage fibroblasts
and SMCs separately in ARKO and control samples. DEGs detected
in more than 5% of cells with a P-value <0.05 and average log fold
change >0.25 were detected using a Wilcoxon Rank Sum test by
comparing either mGFP-positive fibroblasts or SMCs, referred to
as Gli1-lineage cells as described earlier, between ARKO and
control samples (Fig. S4A; Tables S3 and S4). GSEA using the
above DEGs identified both positively and negatively enriched
signaling pathways comparing ARKO with control Gli1-lineage
fibroblasts or SMCs (Fig. 4E,F). Intriguingly, many significantly
altered signaling pathways identified via bulk RNA-seq analyses
were repeatedly detected in these analyses (Fig. 4C). Specifically,
upregulation of Shh-related target signaling pathways as well
as other developmental and metabolic stress-related pathways,
including Wnt and hypoxia, was observed in both Gli1-lineage
fibroblasts and SMCs from ARKO samples. In addition, oxidative
phosphorylation, extracellular matrix receptor interactions and
innate immune response-related pathways were consistently
downregulated in those ARKO fibroblast and SMC cells
(Fig. 4E,F). GSEA plots further showed comparable enrichment
of Shh target genes in both ARKO Gli1-lineage SMCs and
fibroblasts (Fig. 4G). The upregulation of Shh downstream targets,
including Dcn, Cdkn1a and Mknk2, was observed in both ARKO
Gli1-lineage fibroblasts and SMCs in comparison with controls
from the above gene sets (Fig. 4H). In addition, a subset of Shh
downstream targets were regulated selectively either in ARKO
fibroblasts, such as Lum, Igfbp3 and Apod, or in SMCs, Filip1l and
Cystm1 (Fig. 4H). Taken together, these various analyses
demonstrate upregulated Shh signaling in both ARKO Gli1-
lineage SMCs and fibroblasts at single-cell resolution.

Stromal AR signaling in Gli1-lineage cells regulates pubertal
prostatic epithelial cell growth through Shh signaling
It has been implicated that Shh signaling regulates prostatic epithelial
development and morphogenesis through mesenchymal-epithelial
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Fig. 3. Dynamic regulation between AR and Shh signaling during postnatal prostate morphogenesis and development. (A-D) tSNE plots showing the
separation and re-clustering of stromal cells from R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+. Fb1-4, fibroblast cluster 1-4; SM1/2, smooth muscle
cluster 1/2. (E) Distribution of different stromal cell clusters from indicated genotypes. (F) Violin plots visualizing the expression of mGFP and Ar in stromal
clusters, split by genotype. (G) Blended expression tSNE plots of Gli1 and Ar expression in stromal cells. (H1-H3,J1-J3) Co-localization of mGFP (green) and
AR (red) from prostatic tissues of indicated genotype mice. Blue arrows indicate AR-expressing mGFP-positive cells; yellow arrows indicate AR-negative
mGFP-positive cells. (I1-I3,K1-K3) IHC analyses were conducted with Gli antibody using different aged mouse prostate tissues from the indicated genotypes.
Pink arrows indicate Gli1-expressing stromal cells. Representative images were taken from anterior prostate tissues. (L) Graph showing percentage of double
Gli1-AR-positive cells and Gli1-positive-AR-negative cells per total stromal cells for each mouse genotype. Please also see detailed data/analysis for E and L
in Table S8.
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interactions (Peng and Joyner, 2015; Bushman, 2016). To directly
assess the effect of AR loss in stromal Gli1-lineage cells on prostate
epithelia, we re-clustered prostatic epithelial cell subsets after
excluding non-prostatic epithelial cells from the initial scRNA-seq
analyses (Fig. 5A,B). Seven epithelial cell clusters were identified
based on their single-cell transcriptomes (Fig. S5A,B), which
included two basal (BE), three luminal (LE), one urethral luminal
(UrLE) and one proliferating epithelial cell cluster (ProE) (Wang
et al., 2001; Toivanen et al., 2016; Noda et al., 2019; Joseph et al.,
2020) (Fig. 5C). A significant decrease in cell numbers of LE3 and
ProE clusters were identified in ARKO samples compared with the

controls in tSNE plots (Fig. 5D, red arrows). Analysis of prostatic
epithelial cell distributions consistently showed a reduction of
luminal epithelial clusters in the ARKO sample, with almost a
complete absence of LE3 and ProE (Fig. 5E). In contrast, a relative
increase in basal cell populations was revealed in the above ARKO
samples (Fig. 5E). Using tSNE expression plots, we further assessed
the cellular properties of prostatic epithelial cells at single-cell
resolution (Fig. 5F). The expression of Ar was identified in all
epithelial clusters, but at lower levels in BE clusters (Fig. 5F). The
expression of Pbsn, an AR downstream gene, was mainly detected
in LE clusters, with elevated expression in LE2 and LE3, implying

Fig. 4. Stromal AR signaling regulates various signaling pathways in Gli1-positive cells. (A) Experimental design for bulk RNA-seq. (B) Heatmap
depicts DEGs from sequenced mGFP-positive cells between the indicated genotypes. (C) Bubble plot displays enriched hallmark gene sets. Size and color
gradient represent degree of enrichment and differential expression, respectively. NES, normalized enrichment score. (D) Fold change in expression of
genes from the AR and Shh axis determined by qRT-PCR analysis from FACS-sorted GFP-positive cells from P35 R26mTmG/+:Gli1CreER/+ and R26mTmG/+:
ArL/Y:Gli1CreER/+ prostate tissues. Error bars indicate s.d.; *P<0.05, **P<0.01; analyzed using two-tailed Student’s t-test (n=3 replicates per data point).
(E,F) GSEA analysis using P-value based pre-ranked gene lists from mGFP-positive smooth muscle (E) and fibroblast (F) cells. (G) GSEA enrichment plots
showing similar significant positive enrichment of Shh pathway in fibroblasts (left) and smooth muscle cells (right). (H) Violin plots visualizing the expression
of Shh target genes in fibroblasts (Fb) and smooth muscle (SM), split by genotype. Please also see detailed data for D-F in Table S9.
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their highly differentiated and mature luminal cell properties. The
proliferation marker Ki67 (Mki67) gene was mainly localized in
ProE, and the expression of Shh was identified within BE clusters
(Fig. 5F). Genes highly specific to each epithelial cluster were also
assessed (Fig. S5A,B).
The above data provide a high-resolution depiction of cellular

changes in pubertal prostatic epithelial cells altered by stromal AR
deletion. Specifically, observation of restricted expression of Shh in
prostatic basal cells is intriguing. Prostatic basal epithelial cells

physically lie between the luminal epithelial and stromal cells, and
possess prostatic progenitor properties capable of luminal epithelial
differentiation and growth (Ousset et al., 2012; Toivanen et al.,
2016). To determine the paracrine effects of stromal AR deletion
on prostatic epithelial development defects, we assessed the
transcriptomic changes of basal epithelial cells between ARKO
and control samples. In total, 467 DEGs were identified in the
analyses, of which 167 are upregulated and 300 downregulated
(Fig. S4B; Table S5). GSEA based on the above DEG lists identified

Fig. 5. Stromal AR signaling in Gli1-expressing cells regulates pubertal prostatic epithelial cell differentiation. (A-D) tSNE plots showing the
separation and re-clustering of epithelial cells from R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+mice. Red arrows indicate epithelial clusters
missing in the ARKO sample. BE1/2, basal epithelial cluster 1/2; LE1-3; luminal epithelial cluster 1-3; ProE, proliferating epithelia cluster; UrLe, urethral
luminal epithelial cluster. (E) Distribution of different epithelial cell clusters from indicated genotypes. (F) Expression tSNE plots of the indicated genes. Color
intensity indicates the scaled expression level in each cell. (G) GSEA analysis with a P-value based pre-ranked gene list comparing basal cells from ARKO
versus control samples. (H) Box plots representing scaled expression data for Hoxb13, Etv4, Mmp14, Bmp7, Hes1 and Shh in basal cells from indicated
genotypes. Error bars indicate s.d. (I1-J3′) IHC analyses of P35 prostate tissues from R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+mice. Antibodies
used for IHC are indicated in the upper right corner of images. Bottom panels show magnification of boxed areas in top panels. Arrows indicate clear positive
staining in the cellular compartment of interest (stromal AR and Gli1; basal Shh). Please also see detailed analysis for E and G in Table S10.
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upregulated prostatic developmental pathways (Hedgehog, Tgf-β,
Wnt and Notch pathways) in ARKO BE cells (Fig. 5G),
corresponding to similar changes observed in ARKO stromal cells
(Fig. 4F,G). In addition, oxidative phosphorylation, interferon α
response, and epithelial morphogenesis and differentiation pathways
appeared to be downregulated in the ARKO BE cells (Fig. 5G).
Observations of downregulated metabolic pathways along with
upregulated hypoxia signaling in the analysis suggest a potential
regulatory mechanism by which stromal AR loss induces metabolic
stress on prostatic basal epithelial cells during pubertal development.
In addition, decreased expression of Hoxb13, Etv4, Mmp14 and
Bmp7, crucial regulators of branching morphogenesis and prostatic
differentiation, and elevated expression of Shh and Hes1, a Notch
downstream effector (Su and Xin, 2016), were detected in ARKO
prostatic basal cells (Fig. 5H).
It has been shown that stromal AR-expressing cells can produce a

variety of growth factors and cytokines, termed andromedins,
to regulate prostate epithelial cells in a concentration gradient-
dependent manner (Yan et al., 1992; Brennen and Isaacs, 2018).
Given our observations of elevated Shh transcripts in prostatic basal
cells adjacent to stromal ARKO Gli1-lineage cells, we performed
IHC analyses in prostate tissues isolated from both ARKO and
control samples to assess corresponding protein levels. Decreased
expression of AR was revealed in stromal cells of ARKO prostate
tissues in comparison with the controls, confirming specific AR
deletion in prostatic stromal cells (Fig. 5J1,J1′ versus I1,I1′, arrows).
Again, more intense staining of Gli1 was observed in stromal cells
from the above ARKO samples compared with controls (arrows in
Fig. 5J2,J2′ versus I2,I2′). Furthermore, consistent with scRNA-seq
data, increased staining of Shh was observed in basal epithelial cells

adjacent to stromal Gli1-lineage cells in ARKO tissues in
comparison with controls (Fig. 5J3,J3′ versus I3,I3′, arrows),
demonstrating a corresponding increase in Shh signaling in stromal
and epithelial cells in ARKO prostatic tissues. In this study, using ex
vivo culture approaches, we further identified the inhibitory effect of
Shh on prostate epithelial growth in prostate samples isolated from
ARKO or control littermates. Of note, an apparent partial rescue in
growth of ARKO samples was observed when treated with
cyclopamine, an Shh inhibitor in the experiments (Fig. S6A-G).
These results directly demonstrated that aberrant Shh activation
inhibits prostatic epithelial growth, which is consistent with
previous studies (Freestone et al., 2003; Wang et al., 2003;
Berman et al., 2004; Pu et al., 2004). Taken together, these
multiple lines of evidence implicate a regulatory mechanism by
which stromal AR in Gli1-lineage cells governs pubertal prostate
epithelial growth and development through Shh signaling pathways.

Stromal AR deletion in Gli1-lineage cells regulates the
differentiation and fates of prostatic epithelial cell lineages
To determine the effect of stromal AR in Gli1-lineage cells in
prostate epithelial differentiation, we applied algorithms to construct
dynamic cellular trajectories, unveiling unsynchronized single-cell
transcriptomic changes that relate to cell fate decisions using
separated ARKO and control samples (Qiu et al., 2017) (Fig. 6A,B).
Threewell-defined cell branches were identified in control epithelial
cells using single-cell trajectory analyses, one mainly comprised of
basal cells and two of luminal cells (Fig. 6A, top panel). The basal
cell branch was set as the point of origin in the trajectory plot, based
on their prostatic stem/progenitor cell properties (Toivanen et al.,
2016). Using expression plots, we further assessed the cellular

Fig. 6. Stromal AR signaling in Gli1-expressing cells affects pubertal prostatic epithelia cell fates and differentiation. (A,B) Trajectory analysis of
epithelial cells from R26mTmG/+:Gli1CreER/+ and R26mTmG/+:ArL/Y:Gli1CreER/+. (C,D) Expression of the indicated genes in trajectory plots. (E) Linear pseudotime
expression plots for the indicated prostatic differentiation-related genes. Lines on each plot correspond to the path of differentiation moving from the start
point (left) to the indicated branch tips (right).
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properties of these cell branches. Strong expression of Krt5 was
observed in the basal branch tip, whereas high expression of Krt19,
Ar and its downstream targets, Pbsn and Nkx3.1 (Nkx3-1), was most
localized within both luminal branch tips (Fig. 6C-E). Interestingly,
Ki67-positive cells were focused in the central region between basal
and luminal branch tips as well as the L1 branch, suggesting
asymmetrical proliferation events leading to both basal and luminal
differentiation along with propagation of mature luminal epithelial
cells (Toivanen et al., 2016; Shafer et al., 2017). The expression of
Etv4, a regulator of the Shh axis in branching morphogenesis (Lu
et al., 2009; Herriges et al., 2015; Zhang et al., 2016), appeared in
the transitional region between basal and luminal branches. Of note,
only slight Shh expression was detected in basal and other cell
branches in R26mTmG/+:Gli1CreER/+control samples. In contrast, the
trajectory plot of epithelial cells from ARKO samples showed two
basal branches and one luminal branch, varying significantly from
the trajectory observed in controls (Fig. 6B). The smaller B2 branch
falls between the main basal and luminal branch tips, suggesting the
presence of an intermediate cell population, resulting from hindered
prostatic epithelial differentiation from basal to luminal cells. Of
note, the B2 branch mainly comprised cells from the BE2 cluster
(Fig. 6B, top panel), and expressed squamous cell differentiation
marker genes, including Krt6a, Sfn and Aqp3 (Fig. S5A,B) (Bollag
et al., 2020; Gindele et al., 2020), confirming its aberrant
differentiation fate. Intriguingly, elevated Shh expression was
primarily observed in basal cell branches of ARKO samples
(Fig. 6E). A lack of Ki67 expression was also observed in the above
cell branches. Moreover, the expression of Etv4 and Hoxb13, two
master regulators for prostatic branching morphogenesis and
epithelial differentiation, were significantly reduced (Fig. 6D,E)
(Economides and Capecchi, 2003). Consistently, the LE3 cluster, a
well-differentiated and mature luminal cluster, only appeared in the
control samples with high expression of Cd52, which encodes a
protein with anti-adhesion properties to increase motility
(Yamaguchi et al., 2008), typically detected on the cell surface of
sperm (Fig. 6E). The data from single-cell trajectory analyses
further demonstrate aberrant differentiation of prostatic epithelia in
ARKO samples and provide novel insight into the mechanisms
underlying such changes.

Stromal AR is indispensable in prostate epithelial
morphogenesis and growth
Using in vivo tissue recombination assays, we directly assessed
the role of stromal AR in Gli1-lineage cells acting as the cellular
niche to support pubertal prostate epithelial cell growth. Both
AR-deficient R26mTmG/+:Ar L/Y:Gli1CreER/+mutant and R26mTmG/+:
Gli1CreER/+ control mice were administered TM at P14 and
sacrificed at P21, at which time Gli1-CreER-activated mGFP-
positive cells were isolated, sorted and combined with sorted
prostatic epithelial cells from 6-week-old wild-type mice (Lawson
et al., 2007; Karthaus et al., 2014). The mixed cell suspensions were
implanted under the kidney capsule of SCID mice and analyzed
8 weeks later (Fig. 7A). Gross examination showed that grafts
combining control mGFP-positive cells with wild-type epithelial
cells were transparent and heavier in weight than those with ARKO
mGFP-positive cells and wild-type epithelial cells (Fig. 7B).
Fluorescent microscopic analyses showed the presence of mGFP-
positive cells surrounding epithelial glandular cells in both samples
with control or ARKO stromal cells, confirming the presence of
Gli1-CreER-activated mGFP-positive stroma (Fig. 7D1,F1).
Histological analyses showed a glandular epithelium resembling
secretory prostatic glands in normal control grafts (Fig. 7C1-C3). In

contrast, grafts composed of ARKO mGFP-positive cells and wild-
type prostatic epithelial cells revealed only a few undeveloped
glands, lacking normal prostatic secretions (Fig. 7E1-E3). In the
samples with control stromal cells, Krt5-positive basal cells
appeared under luminal cells in normal prostatic glands
(Fig. 7D6). Positive staining for Ki67 was also detected within
luminal cells along with positive staining for Hoxb13 (Fig. 7D7,
D8), but no clear staining for Gli1 was observed (Fig. 7D9). In
contrast, glandular cells in the grafts of ARKO stromal cells and
wild-type epithelial cells showed positive staining for AR (Fig. 7F2)
but negative staining for prostatic differentiation markers, probasin
and NKX3.1 (Fig. 7F2-F4). These glandular cells also showed
positive staining for both Krt5 and Krt8, indicating their
intermediate and immature cell characteristics (Fig. 7F5,F6).
Unlike in control samples, there was almost no staining for Ki67
and Hoxb13 (Fig. 7F7,F8), suggesting their under-differentiated
and less proliferative cellular properties. In support of our previous
observations, noticeable staining for Gli1 was observed in
surrounding stromal cells of these grafts (Fig. 7F9). The above
data provide an additional line of scientific evidence reaffirming the
decisive role of stromal AR in Gli1-lineage cells and provide novel
insight into how they mediate prostatic epithelial differentiation and
development.

DISCUSSION
Prostatic induction, morphogenesis and maturation are fully reliant
on androgen-mediated paracrine interactions between prostatic
mesenchyme and epithelium (Prins and Putz, 2008). Early tissue
recombination studies demonstrated that mesenchymal AR but not
epithelial AR is essential for prostatic embryonic induction and
development (Cunha and Lung, 1978). These findings provided the
first evidence that a cell niche in the UGM plays an essential role
in supporting stem/progenitor-mediated prostate differentiation
and expansion. In vivo, expression of AR in mesenchymal Gli1-
expressing cells has been identified recently to be essential for
early prostatic development, implicating their role in supporting
prostate development and morphogenesis (Le et al., 2020). In the
postnatal prostate, androgen signaling still remains essential for
controlling prostate growth, homeostasis and regeneration through
mesenchymal-epithelial interactions (Brennen and Isaacs, 2018).
Mouse prostate morphogenesis primarily occurs starting at P15,
and its pubertal growth and maturation continues during puberty
(P25-P40) when circulating androgens levels rise (Sugimura et al.,
1986; Hayashi et al., 1991; Staack et al., 2003). Currently, the roles
and regulatory mechanisms for stromal androgen signaling in
facilitating prostatic stem/progenitors during pubertal prostatic
epithelial morphogenesis and growth are largely unknown.
Specifically, the interaction between Shh and androgen signaling
pathways in regulating pubertal prostate development is also
unclear.

In this study, we showed that selective deletion of AR expression
in prepubescent stromal Gli1-expressing cells significantly impairs
pubertal prostate morphogenesis and growth in R26mTmG/+:Ar L/Y:
Gli1CreER/+ mice. Examination of prostate tissues isolated from the
above ARKO mice at P35 and P56 identified aberrant prostatic
morphogenesis and robust epithelial growth retardation, specifically
diminishing androgen-induced prostatic glandular expansion. Using
scRNA-seq approaches, we identified a significant decrease in
proliferative stromal and epithelial cell populations in ARKO
samples and provided evidence for the growth retardation defects at
single-cell resolution. In addition, a well-differentiated and mature
luminal cell cluster was almost completely missing in ARKO
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samples. The data generated from the above scRNA-seq analyses
corroborate prostate growth defects identified grossly and
histologically and provide new, high-resolution assessments for
cellular and molecular changes induced by AR deletion in
Gli1-lineage cells.
To determine the decisive role of stromal AR in controlling the

cellular niche necessary for pubertal prostate differentiation and
growth, we pursued a series of experiments to assess the crucial role
of stromal AR in Gli1-lineage cells. Analyses of the transcriptomic
profiles of Gli1-lineage cells showed upregulation of Shh signaling
and other developmental pathways such as Wnt, Notch and Tgf-β,
appeared in ARKO mGFP-positive stromal cells compared with
their control counterparts. In addition, an increase in Gli1, Ptc1 and
Smo expression was identified in ARKO mGFP-positive cells in
qRT-PCR assays. IHC analyses further revealed an inverse
expression pattern between AR and Gli1 in prostate stromal cells.
Aberrant transcriptomic changes were also identified in ARKO
SMCs and fibroblasts at single-cell resolution through scRNA-seq
analyses. Elevated hedgehog, as well as hypoxia, and cell cycle
arrest-related signaling pathways were identified in both ARKO
fibroblasts and SMCs, implying that loss of stromal AR results in
elevated Shh signaling and places prostate cells under metabolic

stress. These data implicate a new regulatory loop between AR
and Shh signaling within prostatic stromal cells. However, using
both ChIP-qPCR and ChIP-seq approaches, we were unable to
identify the direct role of AR in controlling Gli1 transcription,
suggesting that other indirect regulatory mechanisms may be
involved. In support of this hypothesis, we observed elevated
Shh expression in prostatic basal cells which, via canonical Shh
signaling, would explain elevated Gli1 expression (Lamm et al.,
2002). This would imply that basal Shh expression rises in response
to an unidentified mesenchymal-to-epithelial signal downstream of
stromal AR-deletion. Of note, a similar inverse expression between
AR and Gli1 has also been reported in prostate cancer cells (Chen
et al., 2009). Therefore, future investigation of this regulation should
provide new mechanistic insight into the interaction between
androgen and Shh signaling in both prostate development and
tumorigenesis.

Specific deletion of stromal AR in Gli1-lineage cells resulting in
robust prostatic epithelial growth defects in R26mTmG/+:ArL/Y:
Gli1CreER/+ indicate a paracrine mechanism underlying AR-
initiated reciprocal interactions between prostatic epithelial and
mesenchymal cells during prostate pubertal development and
growth. Because prostatic basal epithelial cells lay between

Fig. 7. Stromal AR in prepubescent Gli1-expressing cells is essential for pubertal prostatic epithelial growth. (A) Experimental timeline, including
activation of Gli1CreER, prostate collection, cell dissociation for sorting and combination, renal capsule transplantation and analysis. (B) Graphical
representation of xenograft weight from different recombinant groups. Error bars indicate s.d.; *P<0.05; analyzed using 2-tailed Student’s t-test (n=3
replicates per data point). Please also see detailed data in Table S11. (C1-F9) Images of H&E, mTmG and IHC staining of prostatic cell markers from
xenograft tissue sections from the indicated tissue recombination groups. Antibodies used for IHC are indicated in the bottom right corner of images.
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stromal and luminal epithelial cells in prostatic glands, and possess
prostatic progenitor/stem cell properties (Ousset et al., 2012), we
specifically examined the single-cell transcriptomic changes
between ARKO and control basal epithelial cells to determine
aberrant signaling pathways altered by stromal AR deletion.
Interestingly, the upregulation of Shh signaling was among those
dysregulated signaling pathways, corresponding to the changes
observed in ARKO stromal cells. Elevated expression of Shh
mRNA transcripts appeared in ARKO basal cells at single-cell
resolution. IHC analyses further demonstrated increased expression
of Shh in prostatic basal cells adjacent to ARKO stromal cells that
possess increased Gli1 expression. It has been shown that a variety
of andromedins are produced in mesenchymal AR-expressing cells
and affect prostate epithelial cells through a concentration gradient
dependent manner (Yan et al., 1992; Brennen and Isaacs, 2018).
Thus, identifying an increase in SHH expression in prostatic basal
cells directly adjacent to AR-deleted stromal cells provides
scientific evidence for stromal AR-initiated stromal-epithelial
paracrine regulation during puberty. In this study, using ex vivo
culture approaches, we further identified the inhibitory effect of Shh
in prostate epithelial growth using prostate tissues isolated from
ARKO and control mice (Fig. S6), which is consistent with earlier
reports (Freestone et al., 2003; Wang et al., 2003; Berman et al.,
2004). These data, along with the data from scRNA-seq analyses
showing that upregulated hypoxia related signaling existed
in ARKO stromal cells, implicate that loss of stromal AR in
Gli1-lineage cells triggers Shh activation, resulting in metabolic
stress and growth retardation in adjacent epithelial cells.
In this study, we also assessed the role of stromal AR in

Gli1-lineage cells in governing epithelial cell fates using single-cell
trajectory analyses. Aberrant differentiation paths were observed
in both basal and luminal epithelial cells in ARKO samples
with apparent defects in basal-to-luminal differentiation. Data from
our in vivo tissue recombination assays functionally demonstrate
the crucial role of stromal AR action in Gli1-lineage cells, acting
as a cellular niche, stimulating prostatic epithelial growth and
differentiation. Through these experiments, it appears that prostatic
Gli1-lineage cells possess a diverse population of both fibroblasts
and SMCs. Results from scRNA-seq analyses also showed very
similar molecular changes in both ARKO fibroblasts and SMCs.
Although these Gli1-lineage fibroblasts and SMCs appear to be a
heterogeneous population, results from this current study along with
previous reports (Lai et al., 2012; Yu et al., 2012) suggest that
prostatic Gli1-lineage cells contain a population (or populations)
that are functionally distinct from the general prostate stromal cell
populations previously targeted in prostate development, growth
and morphogenesis. For example, selective deletion of AR either in
prostatic fibroblasts, alone or in combination with SMCs, showed
only slight pubertal prostate growth defects in previous mouse
models (Lai et al., 2012; Yu et al., 2012). Nevertheless, further
characterization of cellular properties of Gli1-lineage cells will be
extremely important to better understand the crucial role of stromal
cell niches in prostate development and tumorigenesis.

MATERIALS AND METHODS
Ethics statement
All experimental procedures and care of animals in this study were carried
out according to the Institutional Animal Care and Use Committee (IACUC)
at Beckman Research Institute at City of Hope and approved by the IACUC.
Euthanasia was performed by CO2 inhalation followed by cervical
dislocation.

Mouse genotypes and experiments
Gli1CreER and ROSAmTmG mice were obtained from Jackson Laboratories
(stocks 007913 and 7676). ArLox/Y mice were obtained from Dr Guido
Verhoeven (De Gendt et al., 2004). The wild-type and mutant littermates
were generated and used in this study. To elicit genetic recombination, mice
were intraperitoneally injected with 125 µg/g body weight of TM (Sigma-
Aldrich) suspended in corn oil (Sigma-Aldrich) at P14 (Lee et al., 2015; He
et al., 2018).

Histology and immunostaining
Prostate tissues with four different lobes were fixed in 10% neutral-buffered
formalin (American MasterTech Scientific) and processed into paraffin. We
cut 5 μm serial sections and processed them from Clearify (American
MasterTech Scientific) to PBS through a decreasing ethanol gradient. For
histological assessment, Hematoxylin and Eosin (H&E) staining was
performed as previously described (Lee et al., 2015; He et al., 2018).

For IHC, slides were treated by boiling in 0.01 M citrate buffer (pH 6.0)
for antigen retrieval, incubated in 0.3% H2O2 for 15 min, blocked in 5%
normal goat serum (Gibco) for 1 h and incubated with appropriate
antibodies (see Table S12) diluted in 1% normal goat serum at 4°C
overnight. Slides were then incubated with biotinylated secondary
antibodies for 1 h followed by horseradish peroxidase streptavidin
(Vector Laboratories) for 30 min and visualized using a DAB kit (Vector
Laboratories). Slides were counterstained with 5% (w/v) Harris
Hematoxylin (Thermo Fisher Scientific) and coverslips were mounted.

For detecting mT and mGFP signals, whole prostate tissues containing
four different lobes were fixed in 10% neutral-buffered formalin at 4°C
overnight, cryoprotected in 30% sucrose at 4°C overnight and embedded in
OCT (Tissue-Tek). We washed 5 μm sections on slides three times with
PBS. To detect mT and mGFP signals, slides were directly mounted using
Vectashield Mounting Medium with DAPI (Vector Laboratories). For
Co-IF staining, slides were treated for antigen retrieval as described above,
blocked in 5% normal goat serum for 1 h and incubated with primary
antibodies diluted in 1% normal goat serum at 4°C overnight. Slides were
washed in PBS then incubated with fluorescent-conjugated secondary
antibodies for 1 h, and then mounted as described above. Detailed
information regarding antibodies that were used in this study is provided
in Table S12.

Microscope image acquisition
H&E and IHC slides were imaged using an Axio Lab A1 microscope with
10× and 40× Zeiss A-Plan objectives. Images were taken using a Canon
EOS 1000D camera and analyzed using Axiovision software (Carl Zeiss).
Images of immunofluorescent staining and mTmG signals were acquired on
an Olympus Motorized Inverted Research Microscope Model IX81 using
20× and 40× Olympus Plan Fluor objectives, a QImaging RETIGA 2000R
camera and Image-Pro 6.3 software (Media Cybernetics).

Serum testosterone measurement
Mouse serum testosterone levels were measured using a Mouse/Rat
Testosterone ELISA kit (Alpco Diagnostic). Mouse blood samples
were collected and tested following the manufacturer’s protocol. The
concentration of each sample, corresponding to mean of absorbance value,
was then calculated from the calibration curve.

Preparation of single prostate cells
The wild-type or mutant mice (n=2) were injected with TM at P14 and
prostate tissues were collected at P35 to prepare single cells for scRNA-seq
or bulk RNA-seq. Two individual pairs of wild-type and mutant littermates
were used for bulk RNA-seq and scRNA-seq. Single-cell suspensions from
dissected whole prostate tissues containing four different lobes were
prepared as previously described (Le et al., 2020). Briefly, mouse prostate
tissues were collected, minced into small pieces and digested with 1 ml of
collagenase (10 mg/ml, StemCell Technologies) in DMEM/F12 (Corning)
with 10% fetal bovine serum (FBS), DHT (10 nM) and Y-27632 (10 µM)
(StemCell Technologies) at 37°C for 90 min. Cells were then digested with
TrypLE (1 ml, Gibco) at 37°C for 15 min and were centrifuged at 300 g for
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5 min. Cells were passed through 40 µm nylon mesh (Fisherbrand) to get
single cells, washed once with DMEM/F12 10% FBS and dissolved in 35 µl
of PBS-0.05% bovine serum albumin for single-cell sequencing.

scRNA-seq analysis
Single-cell suspensions from the above wild-type and mutant mice were
used for library preparation with 10x Genomics Chromium Single Cell v3
Chemistry Solution following the manufacturer’s protocols. The library
purity and size were validated by capillary electrophoresis using the High
Sensitivity DNA Kit (Agilent Technologies). The library quantity was
measured fluorometrically using Qubit dsDNA HS Assay Kit from
Invitrogen. Approximately 8000 and 9500 cells from the above ARKO
and control mice, respectively, were captured on a 10x Chromium device
using 10x Genomics Single Cell 3′ Solution V3 Kit, and the libraries were
sequenced on Illumina Novaseq 6000 S4 flow cell (Illumina) to a depth of
60,000-70,000 reads per cell. Raw sequencing datawere processed using the
10x Genomics Cell Ranger pipeline (version 3.1.0) to generate FASTQ
files, and aligned to the mm10 reference genome with an added mGFP
sequence (Wang et al., 2009) to generate gene expression count. Following
alignment and initial quality control filtered feature, a total of 7480 and 8230
cells from ARKO and control samples, respectively, were uploaded as
filtered feature matrices to R (3.6.1) using the Seurat package (3.1.3.9002)
(Stuart et al., 2019). Post-filtering, 6871 and 7148 cells from ARKO and
control samples, respectively, with an average of 2454 genes and 11,664
UMI counts per cell were used in the analyses (Fig. S2). Normalized and
scaled data were clustered using the top principal components generated
from 5000 highly variable genes and a resolution of 0.5 using Seurat. Cells
then underwent further filtering to remove potential empty droplets and
doublets (750<nFeature_RNA<7500) as well as low-quality cells with high
percentages of mitochondrial RNA (percent.mt<15) (Fig. S2A). The Seurat
package was used for tSNE visualization and gene expression analysis.
Samples were then merged using Seurat’s integrated merging method using
20 dimensions and a resolution of 0.5 (Stuart et al., 2019). Trajectory
analysis and generation of pseudotime was performed by converting Seurat
objects into CellDataSet format. Following conversion of the data to a
CellDataSet, trajectory analysis was performed using theMonocle2 package
(2.12.0) in R (Qiu et al., 2017). Pathway analysis was performed using
GSEA 4.0.3.

RNA extraction and RNA-seq library preparation and sequencing
RNA samples were extracted with Trizol (500 µl, Zymo Research). RNA-
seq libraries were prepared using SMARTer® Ultra™ Low Input RNA Kit
for Sequencing v4 (TaKaRa Clontech) and KAPA Hyper Prep Kit (KAPA
Biosystems) according to the manufacturers’ protocol. The resulting double-
stranded cDNA was sheared using a Covaris LE220 Plus (Covaris) with a
200 bp peak in the 50 µl volume setting. The fragmented cDNA underwent
end repair, 3′ end adenylation and ligation with barcoded adapters. The
libraries were validated using the Agilent Bioanalyzer DNA High
Sensitivity kit (Agilent) and quantified using the Qubit dsDNA HS Assay
Kit (Thermo Fisher Scientific). The sequencing library templates were
prepared for sequencing using the Illumina HiSeq SR Cluster V4 Kit.
Sequencing runs were performed on an Illumina HiSeq 2500 using the
single read mode of 51 cycles of read 1 and 7 cycles of index read with the
SBS V4 Kit. Real-time analysis (RTA) 2.2.38 software was used to process
the image analysis and base calling.

RNA-seq data analysis
For RNA-seq data analysis, the quality of sequence reads from the RNA-seq
data were assessed and low-quality reads were filtered using the FastQC tool
(Babraham Bioinformatics). Sequence alignment and quantification were
performed using the STAR-RSEM pipeline (Li and Dewey, 2011; Dobin
et al., 2013). To reduce systemic bias between samples, the Trimmed Mean
Method (TMM) was applied to gene-level expression counts (Robinson
et al., 2010). Genes were filtered out and excluded from downstream
analysis if they failed to achieve raw read counts of at least two across all the
libraries. Based on the normalized values, we identify DEGs between AR
knock-out and wild-type samples using the previously reported statistical

method (Shin et al., 2017). Briefly, T-value, rank-sum difference and log2-
median-ratio were computed for each gene. Empirical distributions of the
null hypothesis were estimated by calculating T-value, rank-sum difference
and log2-median-ratio for the genes after randomly permuting the samples.
For each gene, the adjusted P-values of the observed T-value, rank-sum
difference and log2-median-ratio were computed using their corresponding
empirical distribution by two-tailed test. Then, we combined these three P-
values into an overall P-value using Stouffer’s method (Hwang et al., 2005)
and computed the false discovery rate (FDR) using Storey’s method (Storey,
2002). DEGs were defined as the genes with an FDR less than 0.05 and
absolute log2-median-ratio greater than 0.58 (1.5-fold). For the functional
enrichment analysis, we used GSEA software (Subramanian et al., 2005).
Briefly: the gene sets were obtained from MSigDB (Liberzon et al., 2011),
genes in the RNA-seq dataset were sorted in descending order using the
log2-median-ratio, we computed enrichment score (ES) using a
Kolmogorov–Smirnov running sum statistic for the gene set, and
significance of each gene set was computed using a distribution of
null hypothesis which was generated from a random gene set by 1000
permutations.

Quantitative real-time PCR
qPCR reactions were performed in triplicate using an Applied Biosystems
7900 Fast sequence detector with SYBR Green PCR master mix (Thermo
Fisher Scientific). Primers were designed using PrimerQuest (IDT)
(Table S13). All reactions were normalized to expression of the
housekeeping gene PP1A (Ppp1ca).

Tissue recombination assay
For tissue recombination assays, wild-type and mutant mice were injected
with TM at P14 and prostate tissues were collected at P21. Dissociated
prostate cells were prepared as described in the previous section. Cells were
sorted for mGFP-positive and tdTomato-negative, or CD24- and CD49f-
positive for prostatic epithelial cells (Karthaus et al., 2014). After sorting,
cells were dissolved in DMEM/F12 (100 µl) with 10% FBS and counted
using Trypan Blue (Gibco). The purity of mGFP-positive cells was
confirmed by counting the number of mGFP-positive cells compared with
the total number of cells that stained negative for Trypan Blue. All of the
samples used in the study possessed >99% purity. Sorted GFP-positive and
adult prostate epithelial cells were combined in collagen and grown in
DMEM/F12 with 10% FBS supplementation overnight in 37°C incubator.
Various combinations of GFP-positive cells and adult prostate epithelial
cells were made as described in Fig. 7, including control samples with
prostatic epithelial and stromal cells only. Approximately 40,000-80,000
epithelial cells and 160,000-200,000 stromal cells were used for each
recombinant. The combined tissues were then implanted under the kidney
capsule of 8-week-old male SCID mice the following day, and the grafts
were analyzed 8 weeks later.

Organotypic culture
Thewild-type and mutant mice were injected with TM at P14 and individual
lobes of prostate whole mounts were dissected and plated on cell culture
inserts (20 µm pore size; Millipore) individually in serum-free medium.
Serum-free medium was made of DMEM/F12 plus ITS (Gibco), and
100 units/ml penicillin and 100 mg/ml streptomycin, modified as
previously described (Lipschutz et al., 1997). Shh (2 µg/ml; R&D),
cyclopamine (5 µM; Toronto Research Chemicals) and testosterone
(10–9 M; Sigma-Aldrich) was added to the medium at the beginning of
the cultures. The medium was changed every other day. The cultures were
collected at day 10 and fixed in 10% formalin in phosphate buffer (0.1 M,
pH 7.4) overnight at room temperature before they were processed for
immunocytochemistry.

Quantification and statistical analysis
Statistical analyses were performed using GraphPad Prism 6. All data are
presented as mean±s.d. Two group comparisons were analyzed with a two-
tailed Student’s t-test and a value of P<0.05 was taken as statistically
significant.
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Fig. S1. Gross and histological images of prostate tissues. (A1-B2) Gross view images of P34 and P56 prostates 
collected from the indicated genotypes. (C) Ratio of prostate wet weight versus whole body weight as percentages (left) and 
serum testosterone concentrations (right) of mice of the indicated genotypes. Error bars indicate s.d.; **P < 0.01; analyzed 
using 2-tailed t-test; n = 6 mice per genotype. Please also see detailed data on Supplemental Table S6.
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Fig. S2. Quality controls and filtering of scRNAseq samples. (A-B) Violin plots and histograms, visualizing the indicated metrics, 
pre- and post-filtering for the control sample. (C) Selection of variable genes used for principal component analysis of the control 
sample. (D) Elbow plot displaying cutoff for the number of PCs used for clustering the control sample. (E-H) Similar plots as 
described for A-D used for filtering the ARKO sample.
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Fig. S3. Transcriptomic profiles ofprostate stromal cells. (A) A heatmap was shown for DEGs in each of stromal 
cell clusters (please also see Figure 3A-D). (B) Dot plot of highly specific genes for each cellular cluster.
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Fig. S4. Heatmaps from major cell comparisons. (A) Heatmaps displaying DEGs identified between the indicated 
samples in smooth muscle cells and fibroblasts. (B) A heatmap displaying DEGs between ARKO and control basal 
epithelial cells.
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Fig. S5. Transcriptomic profile analyses of prostate epithelial cells. (A) A heatmap was shown for DEGs in each of 
prostatic epithelial cell clusters. (B) Dot plot of highly specific genes for each cellular cluster.
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Fig. S6. The effect of Shh in prostatic epithelial morphogenesis and growth in organotypic cultures.
(A) Schematic of experiment, including knock out of AR in Gli1-positive cells, prostate collection, ex-vivo culture in the presence 
of Shh or cyclopamine, and analysis. (B1-D1 and E1-G1) Whole mount ventral prostate organs were maintained after 10 days in 
10-9 M testosterone (B1 and E1), in the presence of 2 µg/mL Shh (C1 and F1), or 5 µM cyclopamine (D1 and G1). (B3-G3) H&E 
or Ki67 IHC staining from the cultured tissues with the indicated genotypes. T, testosterone; Cy, Cyclopamine.

Table S1. Fibroblast & SMC subcluster DEG List

Click here to download Table S1

Table S2. Bulk RNA-Seq generated differentially expressed genes between GFP+ 
ARKO and WT cells at P34

Click here to download Table S2

Table S3. GFP+ Fibroblast Control vs. ARKO DEG List

Click here to download Table S3

Table S4. GFP+ Smooth Muscle, Control vs. ARKO DEG List

Click here to download Table S4
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Mouse	ID Gennotype Age	(days) Prostate	(g) Body	(g) %	Pro/Body Testosterone	(ng/mL)
A0310 mTmGL/+	Gli1CreER+ 36 0.022 22.1 0.100
A0316 mTmGL/+	Gli1CreER+ 35 0.025 24.1 0.104 0.457
A0197 mTmGL/+	Gli1CreER+ 34 0.015 25.6 0.059 0.587
s0710 mTmGL/+	Gli1CreER+ 34 0.01 18.5 0.054 0.305
A0417 mTmGL/+	Gli1CreER+ 36 0.019 23.9 0.079
A0418 mTmGL/+	Gli1CreER+ 35 0.018 25.5 0.071 0.287

0.078 0.409
0.019 0.122

Mouse	ID Gennotype Age	(days) Prostate	(g) Body	(g) %	Pro/Body Testosterone	(ng/mL)
A0318 ArL/Y	mTmGL/+	Gli1CreER+ 34 0.003 21.7 0.014 0.412
A0218 ArL/Y	mTmGL/+	Gli1CreER+ 34 0.007 23.4 0.030 0.286
s0711 ArL/Y	mTmGL/+	Gli1CreER+ 35 0.005 24.1 0.021 0.345
s0713 ArL/Y	mTmGL/+	Gli1CreER+ 35 0.001 24.8 0.004 0.334
s0706 ArL/Y	mTmGL/+	Gli1CreER+ 36 0.002 25.1 0.008 0.297
s0707 ArL/Y	mTmGL/+	Gli1CreER+ 34 0.004 24.3 0.016 0.405

0.015 0.347
0.009 0.048

Mouse	ID Gennotype Age	(days) Prostate	(g) Body	(g) %	Pro/Body Testosterone	(ng/mL)
s6099 mTmGL/+	Gli1CreER+ 56 0.066 30.6 0.216 0.931
s6175 mTmGL/+	Gli1CreER+ 56 0.056 28.5 0.196 0.866
s6176 mTmGL/+	Gli1CreER+ 55 0.078 26.8 0.291 0.501
s0410 mTmGL/+	Gli1CreER+ 60 0.048 28.9 0.166 0.61
s7344 mTmGL/+	Gli1CreER+ 57 0.053 26.3 0.202 0.712
s7457 mTmGL/+	Gli1CreER+ 58 0.072 25.8 0.279 0.735

0.225 0.726
0.045 0.145

Mouse	ID Gennotype Age	(days) Prostate	(g) Body	(g) %	Pro/Body Testosterone	(ng/mL)
s5910 ArL/Y	mTmGL/+	Gli1CreER+ 62 0.008 28.4 0.028 0.821
s6083 ArL/Y	mTmGL/+	Gli1CreER+ 60 0.018 31.1 0.058 0.609
s6086 ArL/Y	mTmGL/+	Gli1CreER+ 53 0.021 30.2 0.070 0.627
s6360 ArL/Y	mTmGL/+	Gli1CreER+ 58 0.017 33.8 0.050 0.478
s0411 ArL/Y	mTmGL/+	Gli1CreER+ 59 0.007 23.2 0.030 0.531
s8610 ArL/Y	mTmGL/+	Gli1CreER+ 55 0.017 31.4 0.054 0.788

0.048 0.642
0.015 0.125

P56

AVERAGE
S.D

AVERAGE
S.D

S.D

Table	S6.	Percentage	of	Prostate	weight	per	Body	weight	and	mouse	serum	testosterone	levels	for	Figure	1C.

P35

AVERAGE
S.D

AVERAGE

Table S5. Basal Cells, Control vs. ARKO DEG List

Click here to download Table S5
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Cell	Distributions
WT ARKO WT ARKO

Basal 1496 1396 20.93% 20.32%
Lum 1644 633 23.00% 9.21%
Pro	Epi 484 47 6.77% 0.68%
SV 404 56 5.65% 0.82%
Club 89 66 1.25% 0.96%
OE 93 26 1.30% 0.38%
Fib 1239 2749 17.33% 40.01%
SMC 982 1388 13.74% 20.20%
Pro	Stro 146 9 2.04% 0.13%
Leuk 168 143 2.35% 2.08%
Lymph 214 161 2.99% 2.34%
Endo 117 70 1.64% 1.02%
Peri 44 96 0.62% 1.40%
MyoE 28 31 0.39% 0.45%
Total 7148 6871 100.00% 100.00%

Table	S7.	Overall	cell	distribution	and	Cell	counts.	Supporting	data	for	Figure	2H.

Cell	Type Cell	Counts

Development: doi:10.1242/dev.199738: Supplementary information 
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Table	S8.	Analysis	of	Fibroblast	and	Smooth	Muscle	cells.	Supporting	data	for	Figure	3.	Supporting	

data	for	Figure	3E.	

Cluster	
Cell	Counts	 Cell	Distributions	

WT	 ARKO	 WT	 ARKO	
Fb1	 486	 1083	 21.88%	 26.19%	
Fb2	 313	 846	 14.09%	 20.46%	
Fb3	 240	 594	 10.81%	 14.37%	
Fb4	 197	 225	 8.87%	 5.44%	
SM1	 435	 799	 19.59%	 19.32%	
SM2	 550	 588	 24.76%	 14.22%	
Total	 2221	 4135	 100.00%	 100.00%	

Supporting	data	for	Figure	3H.	
Gli1	&	Ar	Exp	 Cells	 Percentages	

ARKO	
Gli1+	Ar+	 107	 2.59%	
Gli1+	Ar-	 271	 6.55%	

WT	
Gli1+	Ar+	 84	 3.78%	
Gli1+	Ar-	 64	 2.88%	

Total	Cell	Counts	 Fb1	 Fb2	 Fb3	 Fb4	 SM1	 SM2	 Total	 Percentages	

ARKO	

Gli1+	Ar+	 20	 27	 30	 8	 4	 18	 107	 2.59%	
Gli1+	Ar-	 70	 69	 43	 13	 32	 44	 271	 6.55%	
Gli1-	Ar+	 245	 226	 210	 62	 192	 156	 1091	 26.38%	
Gli1-	Ar-	 748	 524	 311	 142	 571	 370	 2666	 64.47%	

WT	

Gli1+	Ar+	 11	 14	 22	 6	 13	 18	 84	 3.78%	
Gli1+	Ar-	 19	 10	 11	 7	 5	 12	 64	 2.88%	
Gli1-	Ar+	 206	 161	 133	 103	 211	 359	 1173	 52.81%	
Gli1-	Ar-	 250	 128	 74	 81	 206	 161	 900	 40.52%	

Supporting	data	for	Figure	3I.	
Comparison	 Name	 NES	 -log10(FDR)	

Gli1+Ar+	FB	
VS.	

Gli1+Ar-	FB	

GO_PROSTATE_GLAND_MORPHOGENESIS	 2.24080	 1.23938881	
GO_RESPONSE_TO_TESTOSTERONE	 2.09845	 1.00767115	
GO_ANDROGEN_RECEPTOR_SIGNALING_PATHWAY	 2.08330	 1.00248619	
KEGG_PROSTATE_CANCER	 2.06041	 1.04735116	

Gli1+Ar+	FB	
VS.	

Total	FB	

GO_RESPONSE_TO_TESTOSTERONE	 2.10031	 1.22787940	
GO_ANDROGEN_RECEPTOR_SIGNALING_PATHWAY	 2.08591	 1.20424383	
GO_PROSTATE_GLAND_MORPHOGENESIS	 1.89648	 1.07953058	
KEGG_PROSTATE_CANCER	 1.85064	 1.04298875	

Gli1+Ar+	SM	
VS.	

Gli1+Ar-	SM	

GO_PROSTATE_GLAND_MORPHOGENESIS	 2.36983	 2.30152146	
KEGG_PROSTATE_CANCER	 2.19818	 1.62870485	
GO_RESPONSE_TO_TESTOSTERONE	 2.16666	 1.59189492	
GO_ANDROGEN_RECEPTOR_SIGNALING_PATHWAY	 1.89275	 1.37063287	

Gli1+Ar+	SM	
VS.	

Total	SM	

GO_PROSTATE_GLAND_MORPHOGENESIS	 2.33231	 2.74811927	
KEGG_PROSTATE_CANCER	 2.15565	 2.10510871	
GO_RESPONSE_TO_TESTOSTERONE	 2.07556	 1.89213969	
GO_ANDROGEN_RECEPTOR_SIGNALING_PATHWAY	 1.83736	 1.40657923	
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Table	S9.	Analysis	of	mGFP+	Fibroblast	and	Smooth	Muscle	cells.	Supporting	data	for	Figure	4.	

Support	data	for	Figure	4D.	qPCR	of	Shh	axes	genes.	

Genes	
cDNA	
amount		

Sample	
Label	 Ct1	 Ct2	 Ct3	

Fold	
Change	1	

Fold	
Change	2	

Fold	
Change	3	 Average	 SD	

AR	
15	ng	 P34-WT	 28.005	 28.105	 27.995	

0.338	 0.394	 0.279	 0.337	 0.058	
15	ng	 P34-ARKO	 29.742	 29.664	 30.042	

Gli1	
15	ng	 P34-WT	 38.375	 38.375	 38.375	

9.617	 11.128	 9.967	 10.237	 0.791	
15	ng	 P34-ARKO	 34.913	 34.791	 34.891	

Ptc1	
15	ng P34-WT	 36.176	 35.214	 35.224	

2.359	 2.879	 3.120	 2.786	 0.389	
15	ng	 P34-ARKO	 34.642	 33.581	 33.482	

Smo	
15	ng	 P34-WT	 31.869	 31.777	 31.797	

0.997	 1.448	 1.293	 1.223	 0.319	
15	ng	 P34-ARKO	 31.577	 31.036	 31.324	

Support	data	for	Figure	4E.	GSEA	pathways	of	mGFP+	Smooth	Muscle	Cells	

Support	data	for	Figure	4F.	GSEA	results	of	mGFP+	Fibroblast	Cells	

mGFP+	Smooth	Muscle	ARKO	vs	WT	GSEA	
NAME	 NES	 -LOG10(FDR)	
HALLMARK_P53_PATHWAY	 2.11784	 3.729001813	
HALLMARK_HYPOXIA	 1.963032	 2.406787858	
INGRAM_SHH_TARGETS_UP	 1.763542	 1.47393823	
GLI1_UP.V1_UP	 1.65949	 1.207757537	
GO_REGULATION_OF_CELLULAR_RESPONSE_TO_TRANSFORMING_GROWTH_FACTOR_BETA_STIMULUS	 1.660446	 1.080226077	
GO_NEGATIVE_REGULATION_OF_CELL_GROWTH	 1.645277	 1.063061118	
HALLMARK_WNT_BETA_CATENIN_SIGNALING	 1.478983	 0.764735821	
HALLMARK_TGF_BETA_SIGNALING	 1.416184	 0.668037768	
GO_POSITIVE_REGULATION_OF_CELL_CYCLE_ARREST	 1.371023	 0.612146438	
GO_REGULATION_OF_FIBROBLAST_MIGRATION	 1.365376	 0.602691428	
KEGG_OXIDATIVE_PHOSPHORYLATION	 -2.83683	 4	
GO_ATP_SYNTHESIS_COUPLED_ELECTRON_TRANSPORT	 -2.7257	 4	
GO_MYOFIBRIL_ASSEMBLY	 -2.1484	 2.912193959	
GO_MESENCHYME_MORPHOGENESIS	 -2.08063	 2.347190766	
KEGG_CALCIUM_SIGNALING_PATHWAY	 -2.04117	 2.132914742	
KEGG_ECM_RECEPTOR_INTERACTION	 -1.97932	 1.897432905	
GO_COLLAGEN_FIBRIL_ORGANIZATION	 -1.97805	 1.895303269	
GO_TISSUE_MORPHOGENESIS	 -1.94423	 1.77504176	
GO_SMOOTH_MUSCLE_CONTRACTION	 -1.77207	 1.188126626	
GO_INNATE_IMMUNE_RESPONSE_ACTIVATING_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAY	 -1.76945	 1.182395665	

mGFP+	Fibroblasts	ARKO	vs	WT	GSEA	
NAME	 NES	 -LOG10(FDR)	
KEGG_ECM_RECEPTOR_INTERACTION	 -2.235573	 4	
KEGG_OXIDATIVE_PHOSPHORYLATION	 -2.234102	 4	
HALLMARK_EPITHELIAL_MESENCHYMAL_TRANSITION	 -2.0828555	 4	
KEGG_FOCAL_ADHESION	 -1.9791621	 3.165389278	
GO_INNATE_IMMUNE_RESPONSE_ACTIVATING_CELL_SURFACE_RECEPTOR_SIGNALING_PATHWAY	 -1.9208753	 2.617685414	
GO_BASEMENT_MEMBRANE_ORGANIZATION	 -1.8303815	 1.994084941	
GO_REGULATION_OF_STEM_CELL_DIFFERENTIATION	 -1.6908146	 1.277677598	
GO_ORGAN_GROWTH	 -1.6186373	 0.95427437	
GO_POSITIVE_REGULATION_OF_CANONICAL_WNT_SIGNALING_PATHWAY	 -1.6166953	 0.947127453	
HALLMARK_INTERFERON_ALPHA_RESPONSE	 -1.5846622	 0.858965717	
KEGG_RIBOSOME	 3.2092416	 4	
GO_TRANSLATIONAL_INITIATION	 2.8199763	 4	
GO_RNA_CATABOLIC_PROCESS	 2.2612283	 3.070149549	
GO_CYTOPLASMIC_PATTERN_RECOGNITION_RECEPTOR_SIGNALING_PATHWAY	 1.9987289	 1.432116977	
HALLMARK_TNFA_SIGNALING_VIA_NFKB	 1.9932461	 1.479435865	
GO_CELLULAR_RESPONSE_TO_CALCIUM_ION	 1.9727091	 1.411573656	
HALLMARK_HYPOXIA	 1.8178613	 0.979670752	
INGRAM_SHH_TARGETS_UP	 1.7212644	 1.01322108	
GO_NEGATIVE_REGULATION_OF_SMOOTH_MUSCLE_CELL_PROLIFERATION	 1.6806989	 0.715143776	
GO_REGULATION_OF_NON_CANONICAL_WNT_SIGNALING_PATHWAY	 1.6569313	 0.679290515	
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Table	S10.	Analysis	and	GSEA	pathways	of	Epithelial	cell.	Supporting	data	for	Figure	5.	Support	data	

for	Figure	5E.	Epithelial	Cell	Counts	and	Distributions	

Cluster	
Cell	Counts	 Cell	Distributions	

WT	 ARKO	 WT	 ARKO	
Basal1	 1211	 1033	 32.82%	 48.54%	
Basal2	 262	 351	 7.10%	 16.49%	
Luminal1	 958	 376	 25.96%	 17.67%	
Luminal2	 490	 234	 13.28%	 11.00%	
Luminal3	 161	 3	 4.36%	 0.14%	
Proliferating	 487	 47	 13.20%	 2.21%	
UrL	 121	 84	 3.28%	 3.95%	
Total	 3690	 2128	 100%	 100%	

Support	data	for	Figure	5G.	GSEA	pathways	from	Basal	Epithelial	Cells	
Basal	Cells	ARKO	vs	WT	GSEA	
NAME	 NES	 -Log10(FDR)	
HALLMARK_TNFA_SIGNALING_VIA_NFKB	 2.311912	 4	
HALLMARK_HYPOXIA	 2.164371	 4	
GO_TRANSFORMING_GROWTH_FACTOR_BETA_RECEPTOR_SIGNALING_PATHWAY	 2.107666	 3.107348966	
GO_CELL_CELL_JUNCTION_ORGANIZATION	 1.98715	 2.605339453	
HALLMARK_ESTROGEN_RESPONSE_EARLY	 1.923271	 2.225282794	
HALLMARK_IL6_JAK_STAT3_SIGNALING	 1.908292	 2.141488909	
GO_CELLULAR_RESPONSE_TO_GLUCOSE_STARVATION	 1.726781	 1.471250792	
GO_POSITIVE_REGULATION_OF_NOTCH_SIGNALING_PATHWAY	 1.720294	 1.450930004	
HALLMARK_HEDGEHOG_SIGNALING	 1.423183	 0.837334379	
KEGG_WNT_SIGNALING_PATHWAY	 1.274603	 0.607475445	
KEGG_OXIDATIVE_PHOSPHORYLATION	 -3.04033	 4	
GO_CELLULAR_RESPIRATION	 -2.79106	 4	
KEGG_CITRATE_CYCLE_TCA_CYCLE	 -2.43539	 4	
GO_GENERATION_OF_PRECURSOR_METABOLITES_AND_ENERGY	 -2.42321	 4	
HALLMARK_INTERFERON_ALPHA_RESPONSE	 -1.71164	 1.345958293	
GO_REGULATION_OF_MORPHOGENESIS_OF_AN_EPITHELIUM	 -1.69853	 1.321810753	
HALLMARK_MYC_TARGETS_V1	 -1.64103	 1.172525397	
HALLMARK_ANGIOGENESIS	 -1.59576	 1.079492869	
HALLMARK_GLYCOLYSIS	 -1.53481	 0.935535773	
GO_MORPHOGENESIS_OF_A_POLARIZED_EPITHELIUM	 -1.40379	 0.698810734	
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Sample	ID Experiment	Group Xenograft	weight	(g)
TRA110619-R1 WT	Epithelial	+	Ctrl	GFP-pos 0.0045
TRA110619-R2 WT	Epithelial	+	Ctrl	GFP-pos 0.0021
TRA110619-R4 WT	Epithelial	+	Ctrl	GFP-pos 0.0041
TRA110619-R6 WT	Epithelial	+	Ctrl	GFP-pos 0.0038
TRA04012020-R1 WT	Epithelial	+	Ctrl	GFP-pos 0.0029
TRA04012020-R3 WT	Epithelial	+	Ctrl	GFP-pos 0.0019

0.0032
0.0010

Sample	ID Experiment	Group Xenograft	weight	(g)
TRA110619-R3 WT	Epithelial	+	ARKO	GFP-pos 0.0031
TRA110619-R5 WT	Epithelial	+	ARKO	GFP-pos 0.0023
TRA110619-R7 WT	Epithelial	+	ARKO	GFP-pos 0.0024
TRA04012020-R2 WT	Epithelial	+	ARKO	GFP-pos 0.0011
TRA04012020-R4 WT	Epithelial	+	ARKO	GFP-pos 0.001
TRA04012020-R5 WT	Epithelial	+	ARKO	GFP-pos 0.0005

0.0017
0.0009

Table	S11.	Tissue	Recombination	Xenograft	Weight.	Supporting	data	for	Figure	7B.

AVERAGE
S.D

AVERAGE
S.D
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Table S12. Antibodies used for IHC and IF experiments in this study. 

Antibody Vendors and Cat # Species 
Working 
dilution 

GFP Cell Signaling #2956 rabbit IgG 1:200 
GFP Cell Signaling #2955 mouse IgG 1:200 
GFP Abcam #ab13970 chicken IgG 1:2000 
AR ThermoFisher #PA5-16750 rabbit IgG 1:500 
Gli1 Novus Bio #NB600-600 rabbit IgG 1:600 
E-cadherin BD Transduction Laboratories #610182 mouse IgG 1:200 
SMA Sigma #A5228 mouse IgG 1:4000 
Vimentin BioLegend #919101 chicken IgG 1:2000 
Ki67 Cell Signaling #9129 rabbit IgG 1:500 
PCNA Santa Cruz Biotech #sc-56 mouse IgG 1:300 
Shh Bioss Antibodies #bs-1544R rabbit IgG 1:400 
Nkx3.1 Athena Enzyme Systems #0314 rabbit IgG 1:1000 
PBSN Santa Cruz #sc-393830 mouse IgG 1:200 
CK5 Covance #PRB-160P rabbit IgG 1:2400 
CK8 BioLegend #904801 mouse IgG 1:2000 
CD24-APC eBioscience #17-0242-80 mouse IgG 1:1000 
CD49f-PE BD Pharmigen #561894. rat IgG 1:1000 
Biotinylated anti-rabbit Vector Laboratories #BA-1000 goat IgG 1:750 
Biotinylated anti-rabbit Vector Laboratories #BA-2000 goat IgG 1:750 
Goat anti-rabbit 488 Invitrogen #A11034 goat IgG 1:500 
Goat anti-mouse 488 Invitrogen #A11001 goat IgG 1:500 
Goat anti-rabbit 594 Invitrogen #A11012 goat IgG 1:500 
Goat anti-mouse 594 Invitrogen #A11005 goat IgG 1:500 
Goat anti-chicken 647 Invitrogen #A31571 goat IgG 1:200 
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Table S13.  qPCR primer pairs used in this study. 

Genes Primer name Sequences Amplicon 
(bp) 

PP1A qPCR-PP1A-F 5’- TGT GCC AGG GTG GTG ACT TT - 3’ 144 qPCR-PP1A-R 5’- CGT TTG TGT TTG GTC CAG CAT - 3’ 

AR qPCR-AR-F 5’- AAA CTT CTT TCG CTG GGG CTT C - 3’ 90 qPCR-AR-R 5’- AGA ACA GAA CAC TAG CGC TTG G - 3’

Gli1 qPCR-Gli1-F 5’- TGC CAG ATA TGC TTC AGC CA - 3’ 290 qPCR-Gli1-R 5’- TGT GGC GAA TAG ACA GAG GT - 3’

Ptc1 qPCR-Ptc1-F 5’- GCA TTC TGG CCC TAG CAA TA - 3’ 228 qPCR-Ptc1-R 5’- GTC TCA GGG TAG CTC TCA TA - 3’

Smo qPCR-Smo-F 5’- TTG TGC TCA TCA CCT TCA GC - 3’ 92 qPCR-Smo-R 5’- TGG CTT GGC ATA GCA CAT AG - 3’
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