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Abstract 

Deer antlers constitute a unique mammalian model for the study of both organ formation in postnatal life and annual 
full regeneration. Previous studies revealed that these events are achieved through the proliferation and differentia‑
tion of antlerogenic periosteum (AP) cells and pedicle periosteum (PP) cells, respectively. As the cells resident in the 
AP and the PP possess stem cell attributes, both antler generation and regeneration are stem cell‑based processes. 
However, the cell composition of each tissue type and molecular events underlying antler development remain 
poorly characterized. Here, we took the approach of single‑cell RNA sequencing (scRNA‑Seq) and identified eight cell 
types (mainly THY1+ cells, progenitor cells, and osteochondroblasts) and three core subclusters of the THY1+ cells 
(SC2, SC3, and SC4). Endothelial and mural cells each are heterogeneous at transcriptional level. It was the prolifera‑
tion of progenitor, mural, and endothelial cells in the activated antler‑lineage‑specific tissues that drove the rapid 
formation of the antler. We detected the differences in the initial differentiation process between antler generation 
and regeneration using pseudotime trajectory analysis. These may be due to the difference in the degree of stemness 
of the AP‑THY1+ and PP‑THY1+ cells. We further found that androgen‑RXFP2 axis may be involved in triggering initial 
antler full regeneration. Fully deciphering the cell composition for these antler tissue types will open up new avenues 
for elucidating the mechanism underlying antler full renewal in specific and regenerative medicine in general.

Keywords: Antler, THY1+ cell, Generation, Regeneration, Core cell population, Androgen‑RXFP2 axis, Single cell 
sequencing

Background
Regeneration of lost organs/appendages is the “Holy 
Grail” of regenerative medicine, known as “epimorphic 
regeneration” (Stocum 2002). The established animal 

models in this area include mouse digit tips, planar-
ians, zebrafish, and newts. Our current knowledge of 
epimorphic regeneration is mainly built up through the 
investigation of these model animals. Collectively, it is 
essential for enabling epimorphic regeneration to form 
a cone-shaped cell mass, known as a blastema, firstly on 
the amputed plane of an appendage stump through either 
cell dedifferentiation process (Mescher 1996), residential 
stem cell activation (Weissman et al. 2001) or cell trans-
differentiation (Jopling et al. 2011). However, thus far, the 
natural mammalian model of epimorphic regeneration 
has not been entirely absent but very scarce. Surprisingly, 
deer antlers, a large complex mammalian organ, can not 
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only fully regenerate once they fall off from their pedicles 
(permanent bony protuberances) but also do so annually. 
Thus they can serve as a unique model to explore how 
nature has solved the problem of mammalian epimorphic 
regeneration (Goss 1983). Deer are not born with pedi-
cles and antlers. As a male secondary sexual character, 
pedicles start to grow when male deer approach puberty 
and circulating androgen hormones rapidly increase (Li 
et al. 2003; Suttie et al. 1991), and the first antler sponta-
neously transforms from the pedicles when they reach a 
species-specific height (such as sika deer, around 5 cm; 
(Li and Suttie 1994b).

Previous studies have demonstrated that the poten-
tial to form a pedicle and first antler (antler generation) 
resides in the periosteum overlying the presumptive 
pedicle growth region; this is termed the antlerogenic 
periosteum (AP; Fig. S1A). Deletion of the AP prevents 
the development of pedicles and subsequent antlers, but 
autologous transplantation of the AP elsewhere induces 
ectopic or even xenogeneic pedicle and antler formation 
in nude mice (Fig. S1B) (Goss 1987, 1990; Landete-Cas-
tillejos et al. 2019). Through a likewise approach, Li et al. 
(2007) successfully identified the tissue type that gives 
rise to a regenerating antler, namely the pedicle perios-
teum (PP; Fig. S1C). Deletion of the PP abrogates antler 
regeneration (Fig. S1D) (Li et al. 2007). Initiation of ant-
ler regeneration starts with the formation of a blastema 
(Fig. S1E) through activation of distal PP cells (Li and 
Chu 2016), and the histological makeup of the blastema 
(Fig. S1F) is essentially reminiscent of the growth center 
of the early growing antler (Li et al. 2005). Cells of both 
AP and PP possess stem cell attributes, such as express 
pluripotent/mesenchymal stem cell markers, in vitro can 
be induced to differentiate into multiple cell lineages and 
self-renew (Li et al. 2009b; Wang et al. 2019). Therefore, 
antler generation and annual full regeneration are all 
stem cell-based processes.

Single-cell RNA sequencing (scRNA-seq) techniques 
can quantify intra-population heterogeneity and enable 
the learning of cell states and transitions at very high 
resolution, potentially revealing cell subtypes or gene 
expression dynamics (Liu and Trapnell 2016). In terms 
of epimorphic regeneration, scRNA-seq techniques have 
been used to define the cell composition of the blas-
tema in axolotl and to reveal the mechanism underlying 
dedifferentiation-based regeneration (Gerber et al. 2018; 
Leigh et al. 2018; Li et al. 2021). However, the equivalent 
investigation for stem cell-based regeneration needs to 
be improved. In the present study, we took the scRNA-
seq approach and sequenced AP and PP (antler lineage 
tissues, AnLTs) to determine 1) whether the niche of 
each tissue AnLT contains a homogeneous or hetero-
geneous cell population; 2) if heterogeneous, was there 

a dominant subpopulation responsible for the assigned 
particular function, or was the outcome a function of a 
collective endeavor? 3) molecular events initiating ant-
ler generation and regeneration. It is necessary to clearly 
address these questions if successful strategies are to be 
devised for the stem cell-based restoration/regenera-
tion of damaged/lost organs in mammals, particularly in 
humans.

Results
Cell composition of each tissue type in AnLTs
We collected four types of AnLTs to perform scRNA-seq, 
including dormant AP (DoAP), activated AP (AcAP), 
dormant PP (DoPP), and activated PP (AcPP, equiva-
lent to the reserve mesenchymal layer of an early antler 
growth center), and using deer facial periosteum (FP, a 
tissue type that is relatively quiescent and non-regener-
ative) as a control tissue (Fig. 1A). Both AcAP and AcPP 
are mitotically-active and termed activated AnLTs; in 
contrast, DoAP and DoPP are mitotically-quiescent and 
termed quiescent AnLTs.

We integrated the resultant scRNA-seq data from 
these different tissue samples. In total, >28,000 cells 
were obtained after rigorous quality control filtering 
(Table S1). The global comparison of the transcriptomes 
between these tissue samples showed that there were 
higher correlations between the quiescent AnLTs and FP, 
whereas there was a lower degree of correlation between 
the activated AnLTs and the quiescent periosteal tissues 
(Fig.  1B). This highlights the major changes occurred 
from quiescence to activation for the AnLTs during antler 
ontogeny, which is consistent with the data from our bulk 
RNA-seq data analysis (Fig. S2A).

Using unsupervised clustering analysis, we identified 
eight cell types (THY1+ cells, progenitor cells, osteo-
chondroblasts, mural cells, endothelial cells, monocytes/
macrophages, mast cells, and natural killer/T cells) from 
the five sequenced tissue samples based on their corre-
sponding marker genes (Figs.  1C, D, E; Figs. S2B, C, D, 
E and Table S2). Among these cell types, THY1+ cells 
had been defined in our previous studies (Ba et al. 2019a; 
Dong et al. 2020; Wang et al. 2019); progenitor cells were 
defined for their higher expression of RUNX2 (Prince 
et al. 2001), PTN (Dong et al. 2021), SOX9 (Kim and Im 
2011), DLX5 (Yang et al. 2020), TNN (Lui et al. 2015) and 
TNC (Liu et  al. 2019), prior to differentiation into oste-
ochondroblasts. SOX9 and RUNX2 are essential for the 
differentiation of mesenchymal stem cell-derived osteo-
chondro-progenitors towards chondrogenesis and osteo-
genesis, respectively, but SOX9 is dominant over RUNX2 
function in mesenchymal precursors that are destined for 



Page 3 of 19Ba et al. Cell Regeneration           (2022) 11:43  

Fig. 1 Single‑cell profiling of AnLTs and FP. A Schematic drawing of the study design and workflow. Three separate samples of each tissue type 
were pooled. DoAP, dormant antlerogenic periosteum; AcAP, activated antlerogenic periosteum; DoPP, dormant pedicle periosteum; AcPP, activated 
pedicle periosteum; FP, facial periosteum. B Heatmap of correlations between different tissue types, calculated based on scRNA‑seq data. Pearson 
correlation coefficients were shown. C UMAP to visualize all cells in the five tissue types, colored to distinguish cell types of the tissue samples. Cell 
types were identified based on the expression status of known marker genes. D UMAP to show the expression patterns of marker genes in each 
cell type. The left panel: the distribution of each cell type; the middle and the right panels: the expression levels of the representative marker genes 
in each cell type. E Dot plot to show the expression status of marker genes in each cell type. The size of the dot represents the percentage of cells 
expressing this marker gene in this cell type, and the depth of color represents the average expression level of this marker gene in this cell type. F 
Bar plot of the relative proportion of each cell type in the five tissue types. Different colors represent different cell types, refer to (C). G Bar plot of 
relative proportions of three types of the bone‑lineage cells (THY1+ cells, progenitor cells, and osteochondroblasts) in each tissue type. The color 
scheme is consistent with (C)
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a chondrogenic lineage during endochondral ossification 
(Zhou et al. 2006).

Based on these analyses, we found that majority of 
the identified cell types were present in all tissue sam-
ples, including both AnLTs and FP; some of the cell types, 
however, were tissue-specific, such as endothelial cells 
and mural cells, which were more abundant in the AcPP 
(Fig.  1F), suggesting the AcPP tissue has rich supply of 
blood vessels, possibly associated with the needs of rapid 
formation of antler growth center, and consistent with our 
previous anatomical characterization of AcPP (Li et  al. 
2002). Generally, the more differentiated the tissue, the 
smaller the proportion of THY1+ cells and the larger pro-
portion of progenitor cells (Fig.  1G). These observations 
indicate that antler growth can be viewed as a process of 
gradual decline in THY1+ cell number and increase in pro-
genitor cells. The lowest proportion of progenitor cells was 
found in the non-antlerogenic tissue (FP), possibly because 
FP is a type of more mitotically-quiescent and non-regener-
ative tissue compared to other AnLTs. Our results demon-
strate a dynamic change in cell composition in the niches of 
each type AnLT during both antler generation and regen-
eration; further, the tissue-specific characteristics of each 
AnLTs may be reflected by their specific cell composition 
(as compared with the non-antlerogenic tissue).

Cell cycling cells were mainly the progenitor, mural, 
and endothelial cells in the activated AnLTs
Deer antlers have been claimed as the fastest-growing 
animal tissue, and their growth rate can reach 2 cm/day 
(Goss 1983). The pedicle and antler formation is achieved 
through the proliferation and differentiation of different 
cell types of AnLTs (Li and Suttie 1994b). In the present 
study, we found that the percentage of mitotically-active 
cells was significantly higher in the activated AnLTs than 
that for the mitotically-quiescent tissues (Figs.  2A, B; 
Fig. S3A). The results analyzed using our bulk RNA-seq 
data also showed that cell cycle genes were highly over-
expressed (Fig.  2C and Table S3), and cell cycle-related 
terms of gene ontology were significantly enriched in the 
activated AnLTs (Fig.  2D). The proliferating cells were 
predominantly the progenitor, mural and endothelial 
cells (Fig. 2E), which were mainly found in the activated 
AnLTs, especially in the AcPP (Fig. 2F). Our immunohis-
tochemistry (IHC) staining of PCNA (Fig.  2G) demon-
strated that the AcPP tissue layer could be divided into 
two sublayers: the outer and inner sublayers. The outer 
sublayer was mitotically-quiescent, whereas the inner 
sublayer contained intensively dividing cells.

Characterization of the THY1+ cells
Pedicles and antlers are AnLT-derived (Li et  al. 2009b), 
and the AnLTs must be different in some aspects from 

those in the FP, contributing to their different differentia-
tion destinies. Some cells in the THY1+ cell population 
highly expressed pluripotent stem cell markers KLF4 
and MYC (Fig. S3B) that are also the key factors for cell 
reprogramming (Takahashi and Yamanaka 2006). Thus 
this population was further divided into subclusters (in 
total five: SC1, SC2, SC3, SC4, and SC5) via an unsuper-
vised clustering analysis (Fig. 3A and Table S4). Amongst 
these subclusters, SC2, SC3 and SC4 were more highly 
correlated, whilst SC1 showed a lower correlation with 
the other three (Fig. S3C). The SC5 showed the lowest 
correlation with the rest and was characterized by highly 
expressed immune-related markers (CD38) (Fig. S3D) 
(Picozza et al. 2013), indicating that it might be of blood 
origin and therefore was excluded from the subsequent 
analysis.

Due to the fact that SC1 was specifically found in FP 
(Figs. 3A, B, C), it is to be expected that this subcluster 
would not be related to the antlerogenic function. Fur-
thermore, genes involved in the function of the lyso-
some, the ribosome, and pentose phosphate pathway 
were found to be highly expressed in SC1 compared to 
the other subclusters (Fig.  3D and Table S5). Interest-
ingly, the AKR1C4 gene (Aldo-Keto Reductase Family 1 
Member C4) exhibited the highest level of expression in 
SC1, the intermediate in SC2 and SC3 and the lowest in 
SC4 (Fig. 3E). The result that the FP exhibited the highest 
expression level of AKR1C4 protein was confirmed using 
ELISA quantitative (Fig. 3F) and Western blotting analy-
ses (Fig. 3G): FP had the strongest enzyme activity (≈1.49 
mg/ml); DoAP, DoPP and AcPP had medium (≈1.27 
mg/ml), but AcAP had the lowest (≈0.15 mg/ml). It is 
reported that AKR1C4 gene encodes an enzyme that can 
attenuate androgen potency (Penning et al. 2000; Steckel-
broeck et al. 2004). These results indicated that SC1 may 
mediate a process of attenuating the potency of androgen 
hormone signals to ensure that the non-antlerogenic tis-
sues (FP) are unable to respond to the type and level of 
androgens that would otherwise stimulate the DoAP to 
initiate pedicle formation.

The SC2 subcluster was distributed mainly in the 
AnLTs with a negligible number in the FP (Fig.  3C); 
hence, it was annotated as an AnLT-specific subcluster. 
Further analysis showed that SC2 exhibited high levels 
of expression of some transcriptional factors, including 
those required for the maintenance of stemness (KLF4, 
ID1, ID3, and MYC), protooncogenes (FOS, JUN, FOSB, 
and JUNB), early growth response proteins (EGR1 and 
EGR3) and a neural crest cell marker (SNAI1) (Fig. 3H). 
The high expression status of some of these factors in the 
AnLTs was also confirmed using IHC staining (Fig.  3I). 
The highly expressed transcriptional (FOS, FOSB, JUN, 
and JUND) and inflammatory (CCL2 and NFKBIA) 
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Fig. 2 Progenitor, mural, and endothelial cells mainly labeled as proliferative cells. A UMAP to show the distribution of the different cell cycle 
phases. B Bar plot to show the proportion of different cell cycle phases in different tissue types. C Volcano plot to show the DEGs of bulk RNA‑seq 
between the activated AnLTs (AcAP and AcPP) and the mitotically‑quiescent periosteal tissues (DoAP, DoPP and FP). Genes found only in the 
KEGG cell cycle pathway were labeled. D GSEA plot to show the cell cycle pathways (gene size >= 15 and nominal p‑value < 0.005) enriched in 
the activated AnLTs compared to the mitotically‑quiescent tissues. This GSEA enrichment analysis was performed on bulk RNA‑seq. E Bar plot to 
show the proportions of different cell cycle phases of each of the eight cell types in the mixture of all five tissue samples. F Bar plots to show the 
proportions of different cell cycle phases of each of the three cell types (progenitor cells, endothelial cells, and mural cells) in five individual tissue 
samples. For mural cells, the proportion of cell cycle phases is shown only in the AcPP, probably because only a few mural cells are resident in the 
other tissue types. G IHC staining of PCNA in AcPP. Numerous positively stained cells (brown) are shown in the IR; and in the vascular regions of both 
OR and IR (black arrows). OR, outer sublayer; IR, inner sublayers
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factors in SC2 were found to be enriched in both IL-17 
and TNF inflammatory signaling pathways (Fig.  3D). 
Therefore, SC2 may provide the niche required for antler 
full regeneration as the stem cell-based processes.

The SC3 subcluster was roughly equally resident in 
both the AnLTs and FP (Fig.  3C). Interestingly, those 
highly-expressed genes were mainly involved in focal 
adhesion, regulation of actin cytoskeleton, ECM-receptor 
interaction, and hippo signaling pathway (Fig. 3D). Thus, 
SC3 may be related to the maintenance of basic metabo-
lism and anatomical structure of the periosteum.

The SC4 subcluster was dominated in the AcAP with a 
negligible proportion in the FP (Fig. 3C). Importantly, the 
androgen hormone receptor (AR) was highly expressed 
in SC4, and one of its downstream genes (Yuan et  al. 
2010), the relaxin family peptide receptor 2 (RXFP2), 
specifically expressed in SC4 (Fig.  3E). It is known that 
antler generation is triggered by high levels of circulating 
androgens (Li et al. 2003). Thus, SC4 may be the subpop-
ulation that is responsible for receiving androgen signals. 
In addition, both previous transcriptomic and proteomic 
studies showed that both Wnt signaling (Ba et al. 2019b; 
Mount et al. 2006) and PI3K-Akt signaling (Li et al. 2012; 
Liu et  al. 2018) are activated during the phase of antler 
lineage cell activation (Fig.  3D). Overall, SC4, together 
with SC2 and SC3, may constitute the core cell types for 
antler full regeneration.

Endothelial and mural cells each are heterogeneous 
at transcriptional level
Angiogenesis and vascular remodeling are key com-
ponents of tissue regeneration. Rapidly full regenera-
tion and growth of the antler also require support from 
a dense vascular network and two main cell types: 
endothelial cells and mural cells. Firstly, we reclus-
tered endothelial cells to gain deeper insight into their 
cell characteristics and identified four subclusters (Fig. 
S4A). One of these subclusters (Fig. S4B) was lym-
phatic endothelial cells characterized by high expres-
sion of lymphatic marker genes, MMRN1 and FLT4 
(He et  al. 2018), and was excluded from the following 

analysis. Next, we further clustered the remaining cells 
into three subclusters (EC1, EC2, and EC3) (Fig. 4A and 
Table S6). The EC1 highly expressed cell cycling mark-
ers (CCNB1 and CCNB2; Fig. 4B) and was identified to 
be the proliferative endothelial progenitor cells. The 
EC2 highly expressed JUNB and FOSB relating to IL-17 
and TNF inflammatory signaling pathways (Fig.  4C 
and Table S7). Interestingly, these pathways were also 
involved in the SC2 in the THY1+ cells. These results 
suggest that the EC2 likely has functions similar to SC2 
to provide the inflammatory niche required for vascu-
lar network development. The EC3 highly expressed 
Fibronectin 1 (FN1) and its binding protein, insulin-like 
growth factor binding protein 3 (IGFBP3) (Beattie et al. 
2009). FN1 is a cytoskeletal protein and is mainly found 
in mesenchymal cells (Sudo et  al. 2013). It is reported 
that FN1 promotes the opsonization of tissue debris, 
migration, proliferation, and contraction of cells and 
is involved in angiogenesis during tissue regeneration 
(Stoffels et  al. 2013). The pathway enrichment analysis 
displayed that endocrine resistance, Notch, Relaxin, 
and TGF-beta signaling pathways were involved in the 
EC3 (Fig.  4C), suggesting that these developmental 
pathways may play important roles in endothelial cell 
expansion.

Mural cells consist of vascular smooth muscle cells 
(VSMC) and pericytes. We reclustered mural cells into 
four subclusters (MC1-MC4; Fig.  4D and Table S6): 
MC1, highly expressed markers (MYH11 and ACTG2) 
of VSMC (Fig.  4E); MC2, highly expressed mitotically-
active genes CCNB1 and CCNB2 and was defined to be 
the proliferative progenitor cells; MC3, highly expressed 
markers (KCNJ8 and ABCC9) of pericytes (He et  al. 
2018). MC4 only contained 62 cells that were highly 
expressed 9 genes (Table S6), but these highly expressed 
genes did we not permit us to define the cell state/type. 
The pathway enrichment analysis further supported our 
classification of these mural cell subclusters (Fig. 4F and 
Table S7): for instance, MC3 was involved in PI3K-Akt 
signaling, focal adhesion, ECM-receptor interaction, 
protein digestion and absorption and regulation of actin 

Fig. 3 THY1+ cell subclusters in AnLTs and FP. A UMAP plot to visualize the five subclusters (SC1, SC2, SC3, SC4 and SC5) of THY1+ cells. B UMAP plot 
to visualize the distribution of THY1+ cell subclusters in the AnLTs and FP, respectively. The left panel: THY1+ cells of the AnLTs in orange, and the 
right panel: THY1+ cells of the FP in purple. C Bar plot to show the proportion of each THY1+ cell subcluster in the five tissue types. D Heatmap plot 
to show the average expression levels of the DEGs in the four THY1+ cell subclusters (SC1‑SC4). The descriptions right to the heatmap are the top 
KEGG enriched pathways (adjust p value < 0.05). E Violin plots to show the expression levels of eight key genes in the four THY1+ cell subclusters 
(SC1‑SC4). F Enzymatic activities of AKR1C4 of the five tissue types, were determined via enzyme‑linked immunosorbent assay. Value: mean ± S.E.M. 
n=3. G Immunoblots of AKR1C4 protein of the five tissue types and internal reference protein (GAPDH). Relative intensity of each immunoblot was 
calculated using Image J. Value: mean ± S.E.M. n=3. H Heatmap plot to show the expression levels of the differentially transcriptional factors in 
the four THY1+ cell subclusters. I IHC staining of six key transcriptional factors in the AP and FP tissues, respectively. Note that numerous positively 
stained cells (brown) were found in the AP, but not in the FP. AP, antlerogenic periosteum; FP, facial periosteum; F, fibrous layer; C, cellular layer; B, 
bone

(See figure on next page.)
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Fig. 3 (See legend on previous page.)
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cytoskeleton, which is consistent with a previous report 
that pericytes have the attributes of mesenchymal cells 
(Crisan et al. 2008).

To trace cell lineages during the differentiation of 
endothelial and mural progenitor cells, respectively, we 
performed pseudotime trajectory analysis to identify 
bifurcation points. For the trajectory of endothelial cell 
differentiation, proliferative progenitor cells of EC1 were 
located at the beginning of the trajectory path, whereas 
EC2 and EC3 were in the two terminal ends (Fig. S4C), 
suggesting these three subclusters were in different dif-
ferentiation states along the trajectory. For the trajectory 
of mural cell differentiation, proliferative progenitor cells 
of MC2 were found at the starting point (Fig. S4D). It is 
reported that pericytes have the potential to transdif-
ferentiate into VSMC (Crisan et  al. 2008). As expected, 
we found that MC1 (VSMC) and MC3 (pericytes) were 
intermixed on the trajectory of these lineages, support-
ing this potential characteristic of pericyte transdifferen-
tiation. In summary, these heterogeneous endothelial and 
mural cells may play a pivotal role in the formation of a 
vascular network during antler full regeneration.

Trajectories of the THY1+ cell differentiation in antler 
generation and regeneration
Antlers and pedicles are organs of cartilage/bone and 
directly formed from the proliferation and differentia-
tion of the THY1+ cells. Therefore, we used pseudotime 
trajectory analysis in an unbiased manner to compare 
the initial differentiation processes for three cell types: 
THY1+ cells, progenitor cells, and osteochondroblasts 
during antler generation (Fig. S5A) and regeneration 
(Fig. S5B). Three states were identified for each differen-
tiation trajectory: AP-state 1, AP-state 2, and AP-state 3 
for antler generation (Fig. 5A); and PP-state 1, PP-state 2, 
and PP-state 3 for antler regeneration (Fig. 5B). For ant-
ler generation, we compared percentage of each cell type 
at each state, and AP-state 1 was found at the starting 
point along trajectories based on the percentage value of 
the THY1+ cells. Compared to AcAP, DoAP had a more 
abundant AP-state 1. Two highly expressed pluripotent 
stem cell markers (KLF4 and MYC) were found in AP-
state 1 (Fig.  5C), which was consistent with their high 
expression in the SC2 dominated in the DoAP (Fig. 3E). 
Two mesenchymal cell markers (NT5E and ENG) were 
found to be upregulated at AP-state 2 and AP-state 3 
(Fig.  5C), resembling the signature of mesenchymal 

Fig. 4 Cell subclusters in vascular endothelial and mural cells. A UMAP plot to visualize three endothelial subclusters (EC1, EC2, and EC3). B UMAP 
plots to show the highly expressed marker genes of three endothelial subclusters. C Heatmap plot to show the average expression levels of the 
DEGs in the three endothelial subclusters. The descriptions right to the heatmap are the top KEGG enriched pathways (adjust p value < 0.05). D 
UMAP plot to visualize the four mural subclusters (MC1, MC2, MC3, and MC4). E UMAP plots to show the highly expressed marker genes of four 
mural subclusters. F Heatmap plot to show the average expression levels of the DEGs in the four mural subclusters. The descriptions right to the 
heatmap are the top KEGG enriched pathways (adjust p value < 0.05)
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Fig. 5 Pseudotime trajectories of THY1+ cell differentiation in antler generation and regeneration. States along pseudotime trajectory of THY1+ 
cell differentiation: A the trajectory of DoAP and AcAP; and B the trajectory of DoPP and AcPP. Pie charts to show the percentages of THY1+ cells, 
progenitor cells, and osteochondroblasts over the total number of cells at each state, respectively. Violin plot to show the expression levels of 
embryonic stem cell marker genes (KLF4 and MYC) and mesenchymal marker genes (NT5E and ENG) at each state along C the trajectory of DoAP 
and AcAP and D the trajectory of DoPP and AcPP. Bubble plot to show the top terms of DAVID gene ontology (GOTERM_BP_DIRECT) at each state 
along E the trajectory of DoAP and AcAP and F the trajectory of DoPP and AcPP. The key terms are highlighted in dashed box. G Dot plot to show 
the expression levels of genes associated with regulation of cell cycle and apoptosis, angiogenesis, and osteochondrogenesis. H Dot plot to show 
the expression levels of genes associated with xenobiotic stimulus and apoptosis, chondrogenesis and osteogenesis
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cells, and especially, NT5E and ENG were more highly 
expressed at AP-state 2 relative to AP-state 3. Interest-
ingly, the KLF4, MYC, NT5E, and ENG were not found 
to be expressed during antler regeneration (Fig. 5D), sug-
gesting that although antler generation and regeneration 
both are derived from differentiation of the THY1+ cells, 
the degree of stemness of the initial stem cells for these 
two processes are different, and the AP-THY1+ cells for 
antler generation were more primitive and resembling 
those that reside in the niche of embryonic tissue.

Upregulated genes at AP-state 1 were involved in the 
regulation of the cell cycle and apoptosis (CCNG1, ID3, 
MYC, and CCNL1, Figs. 5E, G, and Table S8). The high 
proportions of progenitor cells and osteochondroblasts 
at AP-state 2 and AP-state 3, in comparison to AP-state 
1, indicate that cells at these states have differentiated 
toward mesenchymal lineage along the THY1+ cell dif-
ferentiation trajectory. The upregulated genes at AP-state 
2 were found to participate in cell adhesion, response 
to hypoxia, wound healing and angiogenesis (THY1, 
THBS1, CD9, IGFBP7, CD44, and ENG; Figs. 5E, G and 
Table S8). AP-state 3 was annotated to participate in 
osteoblast differentiation and endochondral ossification 
(POSTN, IGF2, ALPL, RUNX2, SP7, PTH1R, and ACAN; 
Figs.  5E, G and Table S8). Like AP-state 1, upregulated 
genes at PP-state 1 were involved in the regulation of 
apoptosis (MMP2 and CTSH; Figs. 5F, H and Table S8). 
Analysis of the THY1+ cell differentiation trajectory 
in antler regeneration also found ramifications of two 
states (PP-state 2 and PP-state 3): PP-state 2 differenti-
ated toward chondrogenesis (VCAN, ACAN, and SOX9) 
and PP-state 3 toward osteogenesis (ALPL, RUNX2, and 
DLX5; Figs.  5F, H and Table S8). PP-state 2 dominated 
in the AcPP, and PP-state 3 dominated in the DoPP. The 
results of the trajectory further showed that differentia-
tions of the THY1+ cells are different during antler gen-
eration and regeneration.

Our IHC staining results further confirmed that 
the AcAP tissue highly expressed POSTN (Periostin), 
IGF2, and THBS1 proteins (Fig. S5C). POSTN encodes 
secreted extracellular matrix protein that functions in 
tissue development and regeneration, including wound 
healing, and this protein is reported to be required for 
bone repair and involved in the regulation of the skel-
etal stem cell niche within the periosteum (Duchamp 
de Lageneste et  al. 2018; Rios et  al. 2005). IGF2, a 
major fetal growth factor in mammals, is known to be 
involved in the regulation of fetoplacental develop-
ment (DeChiara et al. 1990). In this respect, AP tissue 
has been considered as a postnatally-retained embry-
onic tissue (Li and Suttie 2001), and thus it might be 
expected that IGF2 would play an important role in the 
regulation of the AnLT cell activation to form pedicles 

and antlers. Thrombospondin-1 encoded by THBS1 
is reported to promote angiogenesis through interac-
tions with a number of integrin heterodimers in vas-
cular cells (Chandrasekaran et  al. 2000). Indeed, some 
integrin-encoding genes (ITGA5, ITGA6, ITGA7, 
ITGB1, and ITGB4) were found to be highly expressed 
in endothelial cells and/or mural cells (Fig. S5D). There-
fore, THBS1 is likely to serve as a pro-angiogenic factor 
for the formation of a vascular network during antler 
full regeneration.

AR/RXFP2 signaling is found to be firstly activated 
in the initiation of antler full regeneration
TO further characterize the regulatory network at the 
transcriptional level of each cell type for antler genera-
tion and regeneration, we analyzed their regulons (co-
expressed transcription factors and their putative targets) 
and identified eight cell-type specific regulons in the 
AnLTs (Figs. S6, S7A). The results showed that more reg-
ulons were detected in the activated tissues (AcAP: 182; 
AcPP: 133) relative to dormant tissues (DoAP: 125; DoPP: 
89; Fig. 6A). We also found that 61 co-activated regulons 
in antler generation were more than those (32) in antler 
regeneration. Notably, of these co-activated regulons, 
AR regulon was found to be the activated signal only for 
antler generation (Fig. 6A), and furthermore, AR regulon 
included 27 target genes in the AcAP but only 12 target 
genes in the DoAP (Figs. 6B; S7B, C, D). More expressed 
genes in the AR regulons in the AcAP than in the DoPP 
suggest target genes in the AR regulon are AP activation-
dependent. The previous findings in vivo studies indicate 
that androgen hormones are the signal triggering the ini-
tiation of pedicle/antler generation (Suttie et  al. 1995); 
in vitro studies showed that AR was clearly localized in 
the AP cells (Li et al. 1994; Li et al. 2001). Conversely, AR 
regulon was not detected in the tissues that participate 
in antler regeneration (DoPP and AcPP), which is also 
consistent with the in vivo findings that antler regenera-
tion can only be activated when the circulating andro-
gen hormones are decreased to an almost undetectable 
level (Li et al. 2003; Suttie et al. 1995). We further found 
that the THY1+ cells and progenitor cells in the AcAP 
highly expressed AR and RXFP2 than those in the DoAP 
(Figs.  6C, D). Results of qRT-PCR also confirmed that 
RXFP2 mRNA level significantly increased in the AcAP 
compared with that in the DoAP tissues (Fig. 6E). It was 
reported that RXFP2 is a downstream target gene of AR 
(Yuan et al. 2010). To further confirm that RXFP2 mRNA 
expression is causally related to the change in androgen 
hormone level in the AP cells, we carried out an in vitro 
assay. The results showed that the mRNA expression level 
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Fig. 6 Regulons activated during the initiation of antler generation and regeneration. A Venn diagram to show the activated regulons during 
differentiation from DoAP to AcAP, and those from DoPP to AcPP. The 61 shared regulons of the DoAP and AcAP (green and orange background), 
and the 32 shared regulons of the DoPP and AcPP (blue and orange background), and the 18 shared regulons of antler generation, and 
regeneration are in orange background. B Heatmap plot to show the activity of AR regulon in the eight‑cell types of the DoAP (upper panel) 
and AcAP (lower panel). The activity of AR regulon was calculated using the area under the curve (AUC). Note that activity of AR regulon was 
significantly higher in THY1+ cells and progenitor cells. AR regulon in the AcAP includes 27 genes (red background) and in the DoAP includes 12 
genes (pink background). RXFP2 and AR are in orange. Violin plots to show the expression levels of AR and RXFP2 in AR regulon in the DoAP (C) and 
in the AcAP (D). E Expression levels of RXFP2 mRNA in the AcAP and DoAP using qRT‑PCR. Value: mean ± S.E.M. n=3. F Influence of DHT on the 
expression levels of RXFP2 mRNA in the AP cells based on qRT‑PCR analysis. Different concentrations (2, 5, 10 nM) of DHT were applied for 24 h. 
Value: mean ± S.E.M. n=3, NC: Normal control
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of RXFP2 in the AP cells increased in a dose-dependent 
fashion with the increase in DHT concentration (Fig. 6F).

Discussion
IT is well established that blastema formation results from 
the dedifferentiation of the differentiated cell types on the 
amputation plane back to embryonic-like cells (Mescher 
1996), but these cell types retain the memory of their origin 
when they re-differentiate (Kragl et al. 2009). Therefore, a 
blastema consists of multiple different cell types, which has 
been confirmed by recent studies using scRNA-seq (Gerber 
et al. 2018; Leigh et al. 2018; Li et al. 2021). Deer antlers are 
the only case of mammalian epimorphic full regeneration, 
which is realized through the differentiation of pluripotent/
mesenchymal stem cells resident in the AnTLs (Li et  al. 
2007). To the best of our knowledge, this is the first study to 
assess the cellular composition in four types of the AnLTs, 
namely the DoAP, AcAP, DoPP, and AcPP, via scRNA-seq. 
Combined with previous histological and morphological 
data, our results demonstrate that antler full regeneration is 
consistent with a conceptual stem-cell-based regenerative 
process, which provides a useful genetic resource for mam-
malian organ regeneration.

We identified three core subpopulations of the THY+ 
cells (SC2, SC3 and SC4). The SC4 dominated in the 
AcAP, and highly expressed AR. It is known that pedi-
cle development is triggered by high levels of circu-
lating androgens (Li et  al. 2003) and AR is a type of 
ligand-dependent receptor (Hu et  al. 2002). Another 
gene, RXFP2, was also found to be exclusively expressed 
in SC4. Importantly, the previous study indicated that 
RXFP2 is a downstream target gene of AR (Yuan et  al. 
2010). In the present study, AR/RXFP2 signaling is also 
found to be firstly activated in the initiation of antler 
generation. RXFP2 is found the sole factor that controls 
phenotype of sheep horns (Johnston et al. 2011) and thus 
RXFP2 may also be the indispensable factor that speci-
fies phenotype of deer antlers, another type of ungulate 
headpieces. Thus, SC4 may be the subpopulation that is 
responsible for receiving androgen signals. Further study 
is needed to find out the underlying molecular mecha-
nism of androgens regulating RXFP2 and the exact role of 
RXFP2 in antler full regeneration.

Androgens are known to effectively promote inflam-
mation in wound healing (Gilliver et al. 2003), and trig-
ger the initiation of pedicle (male secondary sexual 
characters) growth (Li et  al. 2003). Therefore, potent 
androgens, together with the factors enriched in the 
two activated IL-17 and TNF inflammation pathways 
in SC2, may constitute the necessary milieu for pedicle 
to initiate and grow. These two inflammatory signaling 
pathways were also detected during regenerative wound 
healing over the digit tip stumps (Kisch et  al. 2015), 

the rare example of regeneration in another mamma-
lian genera. Therefore, SC2 may not only directly par-
ticipate, but also provide the niche required for pedicle 
and antler formation as the stem cell-based processes. 
Indeed, the subcutaneous injection of a small amount 
of CCL2 (0.5 ml/region), a type of chemokine for mac-
rophages (highly expressed in the SC2), to the pre-
sumptive pedicle growth region of a female sika deer 
(naturally antler-less although it possesses an AP, but 
lacks a source of potent androgen stimulation) can suc-
cessfully stimulate the female deer to grow pedicles and 
antlers (Wang et al, unpublished).

To our surprise, SC1, the only FP specific subpopu-
lation, highly expressed the gene AKR1C4. This gene 
encodes an enzyme that catalyzes the conversion of more 
potent forms of androgen (e.g., dihydrotestosterone) to 
the less active forms (e.g. 5-alpha-androstan-3-alpha) 
(Penning et  al. 2000; Steckelbroeck et  al. 2004). Conse-
quently, SC1 may mediate a process of attenuating the 
potency of androgen hormone signals to ensure that the 
non-antlerogenic tissues (FP) are unable to respond to the 
type and level of androgens that would otherwise stimu-
late the DoAP to initiate pedicle formation. In the case of 
DoPP, besides the low level of circulating androgen hor-
mones in the milieu, the intermediate level of AKR1C4 
activity may also be required to provide a necessary niche 
for antler regeneration to take place. In the case of PP for 
antler regeneration to take place, besides the low level of 
circulating androgen hormones in the milieu, the inter-
mediate level of AKR1C4 activity may also be required to 
provide a necessary niche. Our present results are con-
sistent with the in vivo findings that DoAP is activated by 
strong androgen stimulation to form the pedicle via the 
AcAP (Li et al. 2003) and that the DoPP can only begin to 
regenerate the antler when the androgens have declined 
to an almost undetectable level (Suttie et al. 1995).

Proliferation cell type composition in a tissue undergo-
ing rapid growth is currently not fully understood. Deer 
antlers have been claimed as the fastest growing animal 
tissue and their growth rate can reach 2 cm/day (Goss 
1983). It is the rapid proliferation of the inner sublayer 
of AcPP cells that drives antler regeneration with the 
fast-forming blood vessels commensurate the pace of 
this growth rate. In our earlier work, we were not able to 
define the exact types of the mitotically-active cells. In the 
present study using the scRNA-seq approach, we identi-
fied clearly that the cells in the inner sublayer of the AcPP 
were progenitor cells (that have lost critical stem cell 
attributes but had not yet started to differentiate). Conse-
quently, the intensive proliferation of the progenitor cells 
and blood vessel cells constitute the main cell source for 
building up the tissue mass that adds to the growing ant-
ler tip through appositional growth. Identification of the 
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potent growth factors or unique regulation systems that 
can stimulate antler progenitor cell proliferation to that 
speed would have potential clinical application.

It appears that apoptosis may function as one of the 
intrinsic factors triggering initial tissue regeneration, as 
it is known that apoptosis-induced compensatory prolif-
eration plays an essential role in the tissue homeostasis of 
multiple organisms (Brock et al. 2019; Colitti et al. 2005; 
Jiang et  al. 2009). Our results showed that upregulated 
genes at AP-state 1 and PP-state 1 were involved in the 
regulation of the cell cycle and apoptosis, which probably 
reflects the phenomenal rate of morphogenesis and tissue 
remodeling that takes place in antler full regeneration.

Angiogenesis and initiation of regeneration are two 
highly coupled processes (Liu et  al. 2021). Initiation of 
pedicle growth starts from the proliferation of the AP 
cells, and the proliferating AP cells differentiate into the 
mixture of osteoblasts and chondroblasts to build up ini-
tial pedicle tissue (Li and Suttie 1994a); at the same time, 
an ample blood vessel network is rapidly formed around 
the early growing pedicle tissue, that is why transplanted 
AP tissue can readily survive and form ectopic or xenoge-
neic antlers, but PP tissue cannot do so due to the insuf-
ficient blood supply (Li et al. 2009a; Li et al. 2010; Wang 
et al. 2022). At the DoPP state, PP cells slowly proliferate 
and differentiate into osteoblasts and then osteocytes to 
thicken the pedicle bone in an appositional way. In con-
trast, at the AcPP state, activated PP cells almost all dif-
ferentiate into cartilage-lineage cells and build up entire 
regenerating antler blastema within days (Kierdorf et al. 
2003; Li et al. 2004, 2005).

Our results also raise a number of fundamental ques-
tions, including how a heterogeneous cell population 
resident in the niche of periosteum/perichondrium com-
municates and works in concert to 1) initiate an organ 
formation (antler generation) in the postnatal life of an 
animal (puberty) and 2) fully and repeatedly regenerate 
an entire complex mammalian organ (antler regenera-
tion)? 3) response to androgen hormones for the prolif-
eration and control phenotype by linking to RXFP2 gene. 
Answers to these questions would undoubtedly open up 
new avenues to reveal the molecular mechanism underly-
ing deer antler development specifically, but more impor-
tantly, to understand how nature has solved the problem 
of mammalian organ generation/regeneration in the field 
of regenerative medicine in general.

Methods
Collection of deer tissue samples
The DoAP was sampled from three 7-month-old deer 
(prepubertal; before pedicles start to grow), and the AcAP 
and FP from three 10-month-old deer (pubertal; pedicle 
growth has initiated; and FP was sampled at this stage, 

as we believe FP should still be comparatively quieter to 
the activated AP); the DoPP and AcPP were from three 
2-year-old deer (first round of antler regeneration from 
the fully-grown pedicles). Methods for the collection of 
these deer tissues have been reported in detail elsewhere 
(Li et al. 2003). Briefly, for DoAP and AcAP, the deer were 
slaughtered in a commercial abattoir, and each head was 
brought into the cell culture laboratory. The presumptive 
pedicle growth region was located using the frontal crest 
as a landmark. The skin covering the crest was surgically 
removed to expose the periosteum (DoAP or AcAP), an 
oval-shaped incision was made surrounding the crest 
using a scalpel and the periosteum was peeled off from 
the crest using rat-tooth forceps (Fig. S1A). For the FP, 
the skin covering the forehead and facial regions was 
opened to expose the FP, which was then peeled off using 
rat-toothed forceps. For DoPP and AcPP, appropriate 
growth stages of pedicles were surgically removed from 
their base immediately after the hard antler buttons nat-
urally dropped off, and brought into our laboratory. For 
the DoPP, the enveloping skin was removed through the 
longitudinally cut incisions on the pedicle shaft to expose 
the periosteum, which was then removed by cutting lon-
gitudinal strips (around 0.5 cm wide) using a scalpel and 
peeled off using forceps (Fig. S1C); For the AcPP, newly 
formed velvet skin covering the early growing antler bud 
(blastema) removed to expose the underlying tissue, the 
outmost layer (equivalent to the reserve mesenchyme 
layer in an antler growth center) removed (Fig. S1F).

Preparation of single‑cell suspension
Each tissue sample was transferred to a sterile 10-cm cul-
ture dish and cut into < 1  mm3 segments before being 
transferred to a 50-ml centrifuge tube. Each tissue type 
was then digested in the DMEM (Sigma-Aldrich, USA) 
containing 100 μg/ml collagenase type I and 100 μg/ml 
type II (Invitrogen, USA) for 40-80 min at 37 °C with 
intermittent shaking. When more than 20,000 cells were 
released, digestion was stopped by adding 10% (V/V) 
fetal bovine serum (Gibco, USA). Digests were passed 
through a 70-μm filter, and cells were collected by cen-
trifugation (500g for 5 min at 4 °C). To remove red blood 
cells, we treated cell pellets with 1 × red blood cell lysis 
buffer (Beyotime, China) for 5 min at room temperature 
and washed with PBS. Live cell numbers were counted 
again using AO/PI double fluorescence staining kit (Bey-
otime, China).

Single‑cell library construction and sequencing
Single-cell library construction and RNA sequencing 
were performed at Capitalbio Technology Corporation 
(Beijing, China) using the 10X Genomics system (Pleas-
anton, CA). Briefly, 2,000 to ~10,000 single cells were 
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obtained from the five tissue types (mixed three sam-
ples/each tissue type). For each experiment, cells were 
diluted following the manufacturer’s recommendations 
and mixed with totally mixed buffer before being loaded 
into 10X Chromium Controller using Chromium Sin-
gle Cell 3’ Reagent v2 reagents. Each sequencing library 
was prepared following the manufacturer’s instructions, 
with 13 cycles used for cDNA amplification. Then ~100 
ng of cDNA from each library was used for amplification 
through 12 cycles. The resultant libraries were sequenced 
on an Illumina HiSeq 4000.

Single‑cell data preprocessing
Cell Ranger (version 3.0.2, 10X Genomics) was used 
to perform alignment and read counting with default 
parameters by mapping onto the sika deer genome 
(CNCB: GWHANOY00000000). The Unique Molecular 
Identifiers (UMI) count matrix generated by Cell Ranger 
was further processed by Seurat package v3.2.1 (Butler 
et  al. 2018). We set three criteria to gain high-quality 
cells: 1) only cells that expressed more than 200 genes 
were included, and only genes expressed in at least 3 sin-
gle cells were included for further analysis; 2) cells with 
extreme abnormality in gene number were excluded (the 
upper limit of filtering is Q3 + 1.5 * IQR, and the lower 
limit is Q1 - 1.5 * IQR); and 3) cells with a mitochondrial 
gene percentage over 10% discarded. The different sam-
ples were integrated using “IntegrateData” function in 
Seurat. In total, 13,267 genes across 28,213 single cells 
were gained for subsequent analysis.

Dimension reduction and clustering
Principal component analysis (PCA) was performed on 
the integrated data above, and the first 30 PCs were cho-
sen for dimension reduction and clustering. In this pro-
cess, "RunUMAP" function in Seurat was used to reduce 
the dimension, and cell clustering was achieved by "Find-
Neighbors" and "FindClusters" (resolution = 1.2) func-
tions, respectively.

Cell type annotation and differentially expressed genes 
analysis
Due to there being only a few studies on deer cell types, we 
used markers of human and mouse cells to define cell types. 
Differentially expressed genes (DEGs) of different cell types 
were calculated by “FindAllMarkers” function in Seurat, and 
the thresholds for DEGs screening were: p-value < 0.01 and 
 log2FoldChange > 0.5 (cell types) or 0.25 (cell subpopulation). 
In the THY1+ cell type, cluster 6 was excluded from subse-
quent analysis due to low transcript (UMI) counts.

RNA preparation, bulk RNA‑seq library construction 
and sequencing
Around 0.5 g fresh tissues from each sample (three indi-
viduals, each tissue type) were immediately frozen in 
liquid nitrogen and then stored at -80 °C for RNA extrac-
tion. These tissues were rapidly ground into a fine powder 
using a Freezer/Mill 6770 (SPEX CertiPrep Ltd., USA). 
Total RNA was extracted from each sample powder using 
a Trizol reagent (Invitrogen Inc., USA) according to the 
manufacturer’s procedure. RNA quality was confirmed 
using Bioanalyzer with a minimum RNA integrity num-
ber of 7.0. A total of 1.0 µg RNA from each sample was 
used as input for the Illumina TruSeq RNA Library Prep-
aration Kit v3, and libraries were constructed according 
to the manufacturer’s instructions. The libraries were 
sequenced on an Illumina HiSeq 4000.

DEGs of bulk RNA‑seq data
Quality control and preprocessing of raw reads were per-
formed using Fastp v0.11.8 (Chen et  al. 2018). The clean 
reads mapping and gene expression level quantification 
were performed using the workflows of HISAT2, String-
Tie, and DESeq2 (Pertea et  al. 2016). Briefly, reads were 
aligned against the sika deer genome (CNCB: GWHA-
NOY00000000) using HISAT v2.1.0 (Kim et al. 2015). Gene 
expression abundance in each sample was estimated using 
StringTie v 2.0 (Pertea et  al. 2015). The Python script of 
prepDE.py was used to extract the read count information 
of each gene from the coverage values estimated by String-
Tie. After the results of prepDE.py returned, DEGs between 
two groups (Quiescent vs. Activated) were detected using 
DESeq2 v1.18.1 (Love et  al. 2014) based on |log2Fold-
Change| ≥ 1.5 and Benjamini Hochberg p value < 0.01.

Correlation analysis
The similarities/differences between the five tissue types 
were investigated using correlation analysis based on 
RNA-seq and scRNA-seq data separately. For the RNA-
seq data, the Pearson correlation was calculated based on 
the normalized expression matrix. As for the scRNA-seq 
data, we first obtained the pseudo-bulk matrix through 
the average expression of each sample and then applied 
the Pearson correlation analysis as the RNA-seq data.

Cell cycle phase classification
We applied the “cyclone” function in scran v1.14.6 (Lun 
et al. 2016) to divide cells into cell cycle phases based on 
the pair-based prediction method. Pairs of markers were 
assessed using the classification procedure. In brief, the 
proportion of all marker pairs was calculated to assess 
whether the expression of the first was greater than the 
second in the gene pairs, and the proportion was then 
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converted to a score. Cells with a G0/1 or G2/M score 
higher than 0.5 were assigned to the G0/1 or G2/M phase, 
respectively (if both were higher than 0.5, the higher score 
was used for the assignment). Cells were assigned to S 
phase when both G0/1 and G2/M scores were below 0.5.

Gene set enrichment analysis
For the generated DEGs of bulk RNA-seq data, gene set 
enrichment analysis (GSEA) was performed using GSEA 
tool v4.1.0 (Bean et  al. 2020) based on the Molecular 
Signatures Database C5 v7.1 with a 1,000 per mutation 
number. We set the cut-off criteria as gene size ≥ 15 and 
nominal p-value < 0.005. Additionally, DAVID v2022q2 
(Sherman et  al. 2022) was used to obtain significant 
terms of gene ontology (GOTERM_BP_DIRECT) with an 
adjusted Fisher exact p-value < 0.05. KEGG enrichment 
analyses were carried out using clusterProfiler v3.14.3 
(Yu et al. 2012), and the results of adjusted p-value < 0.05 
were considered significant. KEGG pathways that are dis-
ease-related were not considered.

Pseudotime trajectory analysis
Monocle2 v2.14.0 (Trapnell et al. 2014) was used to per-
form pseudotime trajectory analysis on three types of 
cells (THY1+ cells, progenitor cells, and osteochondro-
blasts). The UMI counts matrix was used as input. Fur-
thermore, to use as little prior knowledge to study the 
differentiation process, we performed this analysis in 
a completely unsupervised way. In detail, the function 
“dispersionTable” was used to identify the high disper-
sion genes, and the input ordering genes were selected 
by the following threshold: mean_expression ≥ 0.5 & 
dispersion_empirical ≥ 1 * dispersion_fit. Then each 
cell was ordered by “orderCells” function and assigned 
a “pseudotime” value, and genes that change as a func-
tion of pseudotime were calculated using “differentialGe-
neTest” function. The gene change trend was visualized 
by “plot_genes_in_pseudotime”.

Regulon activity analysis
The transcriptional factor regulation network was pre-
dicted by SCENIC v1.1.3 (Aibar et  al. 2017). First, the 
co-expression module was deduced. Second, Rcis Target 
database was used to construct the gene regulation mod-
ule (regulon). Third, the area under the curve (AUC) was 
calculated to indicate the network activity of each cell.

Enzyme‑linked immunosorbent assay
The activity of AKR1C4 was measured using the 
AKR1C4 enzyme-linked immunosorbent assay (ELISA) 
Kit (MlBio, China) according to the manufacturer’s pro-
cedure. Briefly, culture supernatant was collected from 
the cells 48 h after seeding and centrifuged for 20 min at 

room temperature (5,000 g). The supernatant was added 
to the wells of the enzyme-labeled coating plate (50 μl 
each well), with triplicates for each sample. Then 100 μl 
of enzyme-labeled reagent was added to each well. The 
plate was sealed with a sealing film and incubated at 37 
°C for 60 mins. The plate was washed with PBS 5 times, 
and 50 μl of developer A and B was added to each well, 
respectively. The plate was shaken gently to mix and 
incubated at 37 °C for 15 mins in the dark. Finally, 50 μl 
stop solution was added to each well, and the absorbance 
(OD value) at 450 nm was measured with a microplate 
reader (Thermo, USA).

Western blotting
Total proteins were extracted using Radio Immunopre-
cipitation Assay lysis buffer (Beyotime, China). Proteins 
(20µg/lane) from each tissue sample were separated by 
12% sodium dodecyl sulphate-polyacrylamide gel electro-
phoresis (SDS-PAGE) and transferred to polyvinylidene 
fluoride membranes. Membranes were blocked with 5% 
(w/v) skimmed milk powder and immunoblotted with suit-
ably diluted primary antibody AKR1C4 (Cat No: A7430, 
ABclonal, China) at a dilution of 1:200 followed by second-
ary antibodies (goat anti-rabbit IgG; Cat No: SE134, Solar-
bio, China) at dilution of 1:500 conjugated with horse radish 
peroxidase. Bands were visualized using enhanced chemi-
luminescence detection reagents (Thermo, USA) applied 
to Chemiluminescent Imaging System (Tanon, China). The 
quantification of western blot bands was carried out using 
ImageJ software v2.1 and normalized to GAPDH.

Immunohistochemistry
Paraffin-embedded deer tissue sections (2-3 mm in 
thickness) were de-paraffinized and rehydrated. Endog-
enous peroxidase was quenched with 3%  H2O2 for 5 min. 
Antigen retrieval was performed by boiling in 10 mM 
sodium citrate buffer (pH 6.0) for 10 min. The non-spe-
cific binding sites were blocked in PBS plus 10% normal 
goat serum for 30 min and then incubated with primary 
antibodies at dilution of 1:50, including KLF4 (Order 
No: bs-1064R, Bioss, China), JUN (A11378, ABclonal, 
China), MYC (ENT0990, Elabscience, China), SNAI1 
(A11794, ABclonal), JUND (A11955, ABclonal), FOS 
(A0236, ABclonal), PCNA (A0264, ABclonal), THBS1 
(A2125, ABclonal), POSTN (A14556, ABclonal) and 
IGF2 (A2086, ABclonal) for 2 h at 37 ℃. For isotype con-
trol, the primary antibody was replaced by rabbit/mouse 
IgG (ab172730 and ab37355, Abcam, UK) at dilution of 
1:100. After rinsing in PBS, sections were incubated with 
secondary antibody conjugated with HRP (AS014 and 
AS003, ABclonal for 30 min. After rinsing in PBS, all sec-
tions were stained with DAB chromogen reaction solu-
tion (Maxim, Fuzhou, China). The sections were then 
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counterstained with haematoxylin and scanned with Pre-
ciPoint M8 (Meyer, Germany).

Testosterone treatment
Released AP cells were cultured in a medium (DMEM + 
10% FBS) in 24-well plates (2.5×105  cells/well) at 37 °C 
with 5%  CO2, according to our previous study (Wang 
et al. 2019). AP cells were treated with 2, 5, and 10 nM 
5alpha-dihydrotestosterone (5α-DHT; Sigma, Germany) 
for 24 h. The cells were collected to measure the expres-
sion levels of RXFP2 using qRT-PCR.

cDNA synthesis and quantitative real‑time PCR (qRT‑PCR)
The standard RNA was used to reverse transcribe 
into cDNA  by using  PrimeScriptTM RT reagent Kit 
(TaKaRa, China). The primers used for amplifying 
RXFP2  cDNA  were 5’-GCT GAA AAC ACG ACT CAC 
GC-3’ (forward) and 5’-ACT GCA AGC TCT CCA TCC 
AC-3 (reverse). The qRT-PCR analysis was performed as 
described previously (Ba et al. 2019b).

Statistical analysis
Analysis of data was done using GraphPad software v5.0. 
Data were presented as mean ± standard error of mean 
(S.E.M.). Significant differences (at least p-value < 0.05) 
between the two groups were determined using the two-
tailed independent samples t-test. Significant differences 
among three or more groups were determined using a 
one-way analysis of variance, followed by Tukey’s post 
hoc test.
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Additional file 1: FigureS1. Antler tissue types and their roles in antler 
development. (A) Antlerogenic periosteum (AP; arrow).(B) Ectopic antler 
(arrowhead) formed from the transplanted AP, whereas the presumptive 
region failed to develop pedicle and antler after missing the AP (arrow); 
(C) pedicle periosteum (PP; arrow). (D) PP‑less pedicle failed to regenerate 

an antler (arrow), although the contralateral side intact pedicle gave rise to 
a 3‑branched‑antler. (E) A fully formed antler blastema (blackline: marked 
for the longitudinal cutting). (F) Longitudinally cut surface of the antler 
blastema (AcPP, activated PP tissue; GC, blastema growth center).

Additional file 2: Figure S2. (A) Pearson correlation coefficients between 
different tissue samples based on bulk RNA‑seq (triplicates of each tissue 
type). (B) UMAP plot to show the cell clusters that were labeled by both 
color and number. (C) Heatmap plot to show the top DEGs of each cell 
cluster. (D) UMAP plots to show the expression patterns of partial marker 
genes in each cell type (also refer to Figure 1D). (E) UMAP plots to visualize 
eight cell types in eachof the five tissue types; the color regime for each 
cell type is the same to Figure1C.

Additional file 3: Figure S3. (A) UMAP plots to visualize the expression 
patterns of G2‑phase specific marker genes, CDK1 and CCNB1. (B) UMAP 
plots to visualize the expression patterns of marker genes (KLF4 and MYC) 
in the cells of each of five tissue types. (C) Pearson correlation coefficients 
between different THY1+cell subclusters. (D) UMAP plot to visualize the 
expression pattern of immune‑related marker gene (CD38) in THY1+cell 
subclusters.

Additional file 4: Figure S4. (A) UMAP plot to visualize the distribution of 
endothelial cells in five tissue types (left) and in four cell subclusters (right). 
(B) UMAP plots to visualize the expression pattern of lymphatic marker 
genes (MMRN1and FLT4). (C) Pseudotime trajectory of three subclusters 
of endothelial cells. (D) Pseudotime trajectory of four subclustersof mural 
cells.

Additional file 5: Figure S5. Pseudotime trajectories of THY1+ cell differ‑
entiation in the DoAP and AcAP (A) and that in the DoPP and AcPP (B). (C) 
IHC staining of THBS1, POSTN and IGF2 in the AcAP. Note that these three 
factors were found to be highly expressed in the THY1+cells/progenitor 
cells. Positive staining of POSTN was mainly detected in the extracel‑
lular matrix. F, fibrous layer; C, cellular layer. (D) UMAP plots to show 
the expression pattern of genes, ITGA5, ITGA6, ITGA7, ITGB1, and ITGB4.

Additional file 6: Figure S6. Heatmap plots to show the regulon activi‑
ties of the five tissue types.

Additional file 7: Figure S7. (A) UMAP plot to visualize the cell composi‑
tion in the AcAP based on the activity of identified regulons. (B) Activation 
and expression profile of AR regulon in the AcAP (upper panel) and the 
DoAP (lower panel). Note that AR regulon in the AcAP (27 genes) was 
more active than that in the DoAP (12 genes). Heatmap plot to show 
the average expression levels of genes in AR regulon in the DoAP (C) and 
AcAP (D). RXFP2 and AR are in red.

Additional file 8: Table S1. Quality control filtering of single‑cell data of 
the five tissue types.

Additional file 9: Table S2. DEGs of the eight cell types 
 (log2FoldChange > 0.5).

Additional file 10: Table S3. DEGs of activated vs. quiescent tissues from 
RNA‑seq data.

Additional file 11: Table S4. DEGs among the five subclusters of THY1+ 
cells  (log2FoldChange > 0.25).

Additional file 12: Table S5. KEGG enrichment analysis results of DEGs in 
each of four subclusters of THY1+ cells.

Additional file 13: Table S6. DEGs among subclusters in the vascular 
endothelial and mural cells  (log2FoldChange > 0.25).

Additional file 14: Table S7. KEGG enrichment analysis results of DEGs in 
each of the subclusters in the vascular endothelial and mural cells.

Additional file 15: Table S8. DAVID gene ontology enrichment analysis 
results of DEGs at each state during antler generation andregeneration.

Acknowledgements
We wish to thank Dr. Peter Fennessy of AbacusBio Limited, Dunedin, New 
Zealand, for reading through the paper and giving valuable comments, and 
we thank China National GeneBank (CNGB) for supporting this work.

https://doi.org/10.1186/s13619-022-00153-4
https://doi.org/10.1186/s13619-022-00153-4


Page 17 of 19Ba et al. Cell Regeneration           (2022) 11:43  

Authors’ contributions
C.L., H.B. and Y.G. conceived and designed the research. D.W., Y.W., E.W. and P.H. 
collected samples. X.W., H.B., H.S. and T.L. analyzed and interpreted the data. 
D.W., J.R., Z.W., C.M., S.W. and G.Z. performed experiments. C.L., H.B., Y.G., X.W., 
D.W. and L.C. wrote and revised the manuscript. All authors have read and 
approved the final manuscript.

Funding
This project was supported by National Natural Science Foundation of China 
(No.U20A20403 and No.31901058), the Strategic Priority Research Program 
of the Chinese Academy of Sciences (No.XDA16030305), Natural Science 
Foundation of Jilin Province (YDZJ202201ZYTS690), Jilin Province Education 
Department Support Program (No.JJKH20221324KJ) and Changchun Science 
and Technology Development Funds (No. 21ZY51).

Availability of data and materials
The datasets generated during the current study are available in the CNSA and 
SRA under the accession number of CNP0002029 and PRJNA750429, respectively.

Declarations

Ethics approval and consent to participate
All tissue samples were collected from male sika deer and were approved by 
the local animal ethics committee (Permit Number: CSTU‑2020‑003).

Consent for publication
Not applicable.

Competing interests
The authors declare no competing interests.

Author details
1 Institute of Antler Science and Product Technology, Changchun Sci‑Tech 
University, Changchun 130600, China. 2 Jilin Provincial Key Laboratory of Deer 
Antler Biology, Changchun 130600, China. 3 BGI‑Shenzhen, Shenzhen 518083, 
Guangdong, China. 4 Hubei Key Laboratory of Cell Homeostasis, College of Life 
Sciences, RNA Institute, Wuhan University, Wuhan, China. 5 Institute of Special 
Wild Economic Animals and Plants, Chinese Academy of Agricultural Sciences, 
130112, Changchun, China. 6 Jilin Ginseng Academy, Changchun University 
of Chinese Medicine, Changchun 130117, China. 7 College of Life Sciences, Uni‑
versity of Chinese Academy of Sciences, Beijing 100049, China. 8 Guangdong 
Provincial Key Laboratory of Genome Read and Write, BGI‑Shenzhen, Shenz‑
hen 518120, Guangdong, China. 9 College of Chinese Medicinal Materials, Jilin 
Agricultural University, Changchun 130118, China. 

Received: 29 May 2022   Accepted: 11 November 2022
Published: 21 December 2022

References
Aibar S, González‑Blas CB, Moerman T, Huynh‑Thu VA, Imrichova H, 

Hulselmans G, et al. SCENIC: Single‑cell regulatory network inference 
and clustering. Nature Methods. 2017;14(11):1083–6. https:// doi. org/ 10. 
1038/ nmeth. 4463.

Ba H, Wang D, Wu W, Sun H, Li C. Single‑cell transcriptome provides novel 
insights into antler stem cells, a cell type capable of mammalian organ 
regeneration. Funct Integr Genomics. 2019;19(4):555–64. https:// doi. org/ 
10. 1007/ s10142‑ 019‑ 00659‑2.

Ba H, Wang D, Yau TO, Shang Y, Li C. Transcriptomic analysis of different tissue 
layers in antler growth Center in Sika Deer (Cervus nippon). BMC genom‑
ics. 2019;20(1):173. https:// doi. org/ 10. 1186/ s12864‑ 019‑ 5560‑1.

Bean DM, Al‑Chalabi A, Dobson RJB, Iacoangeli A. A knowledge‑based machine 
learning approach to gene prioritisation in amyotrophic lateral sclerosis. 
Genes (Basel). 2020;11(6). https:// doi. org/ 10. 3390/ genes 11060 668.

Beattie J, Kreiner M, Allan GJ, Flint DJ, Domingues D, van der Walle CF. 
IGFBP‑3 and IGFBP‑5 associate with the cell binding domain (CBD) 
of fibronectin. Biochem Biophys Res Commun. 2009;381(4):572–6. 
https:// doi. org/ 10. 1016/j. bbrc. 2009. 02. 088.

Brock CK, Wallin ST, Ruiz OE, Samms KM, Mandal A, Sumner EA, et al. Stem 
cell proliferation is induced by apoptotic bodies from dying cells 
during epithelial tissue maintenance. Nat Commun. 2019;10(1):1044. 
https:// doi. org/ 10. 1038/ s41467‑ 019‑ 09010‑6.

Butler A, Hoffman P, Smibert P, Papalexi E, Satija R. Integrating single‑cell 
transcriptomic data across different conditions, technologies, and 
species. Nature Biotechnology. 2018;36(5):411–20. https:// doi. org/ 10. 
1038/ nbt. 4096.

Chandrasekaran L, He CZ, Al‑Barazi H, Krutzsch HC, Iruela‑Arispe ML, 
Roberts DD. Cell contact‑dependent activation of alpha3beta1 integrin 
modulates endothelial cell responses to thrombospondin‑1. Molecular 
biology of the cell. 2000;11(9):2885–900. https:// doi. org/ 10. 1091/ mbc. 
11.9. 2885.

Chen S, Zhou Y, Chen Y, Gu J. fastp: an ultra‑fast all‑in‑one FASTQ preproces‑
sor. Bioinformatics. 2018;34(17):i884–90. https:// doi. org/ 10. 1093/ bioin 
forma tics/ bty560.

Colitti M, Allen SP, Price JS. Programmed cell death in the regenerating deer 
antler. J Anat. 2005;207(4):339–51. https:// doi. org/ 10. 1111/j. 1469‑ 7580. 
2005. 00464.x.

Crisan M, Yap S, Casteilla L, Chen CW, Corselli M, Park TS, et al. A perivascular 
origin for mesenchymal stem cells in multiple human organs. Cell Stem 
Cell. 2008;3(3):301–13. https:// doi. org/ 10. 1016/j. stem. 2008. 07. 003.

DeChiara TM, Efstratiadis A, Robertson EJ. A growth‑deficiency phenotype 
in heterozygous mice carrying an insulin‑like growth factor II gene 
disrupted by targeting. Nature. 1990;345(6270):78–80. https:// doi. org/ 10. 
1038/ 34507 8a0.

Dong Z, Haines S, Coates D. Proteomic profiling of stem cell tissues during 
regeneration of deer antler: a model of mammalian organ regeneration. 
J Proteome Res. 2020;19(4):1760–75. https:// doi. org/ 10. 1021/ acs. jprot 
eome. 0c000 26.

Dong Z, Li C, Coates D. PTN‑PTPRZ signalling is involved in deer ant‑
ler stem cell regulation during tissue regeneration. J Cell Physiol. 
2021;236(5):3752–69. https:// doi. org/ 10. 1002/ jcp. 30115.

Duchamp de Lageneste O, Julien A, Abou‑Khalil R, Frangi G, Carvalho C, 
Cagnard N, et al. Periosteum contains skeletal stem cells with high 
bone regenerative potential controlled by Periostin. Nat Commun. 
2018;9(1):773. https:// doi. org/ 10. 1038/ s41467‑ 018‑ 03124‑z.

Gerber T, Murawala P, Knapp D, Masselink W, Schuez M, Hermann S, et al. 
Single‑cell analysis uncovers convergence of cell identities during 
axolotl limb regeneration. Science (New York, NY). 2018;362(6413). 
https:// doi. org/ 10. 1126/ scien ce. aaq06 81.

Gilliver SC, Wu F, Ashcroft GS. Regulatory roles of androgens in cutaneous 
wound healing. Thromb Haemost. 2003;90(6):978–85. https:// doi. org/ 10. 
1160/ TH03‑ 05‑ 0302.

Goss RJ. Deer Antlers: Regeneration, Function, and Evolution. New York, NY: 
Academic Press; 1983.

Goss RJ. Tumor‑like growth of antlers in castrated fallow deer: an electron 
microscopic study. Scanning Microsc. 1990;4(3):715–20.

Goss RJ. Induction of deer antlers by transplanted periosteum: II Regional 
competence for velvet transformation in ectopic skin. 1987;244(1):101‑11. 
https:// doi. org/ 10. 1002/ jez. 14024 40112.

He L, Vanlandewijck M, Mae MA, Andrae J, Ando K, Del Gaudio F, et al. Single‑
cell RNA sequencing of mouse brain and lung vascular and vessel‑
associated cell types. Sci Data. 2018;5:180160. https:// doi. org/ 10. 1038/ 
sdata. 2018. 160.

Hu LA, Chen W, Premont RT, Cong M, Lefkowitz RJ. G protein‑coupled receptor 
kinase 5 regulates beta 1‑adrenergic receptor association with PSD‑95. J 
Biol Chem. 2002;277(2):1607–13. https:// doi. org/ 10. 1074/ jbc. M1072 97200.

Jiang H, Patel PH, Kohlmaier A, Grenley MO, McEwen DG, Edgar BA. Cytokine/
Jak/Stat signaling mediates regeneration and homeostasis in the Dros‑
ophila midgut. Cell. 2009;137(7):1343–55. https:// doi. org/ 10. 1016/j. cell. 
2009. 05. 014.

Johnston SE, McEwan JC, Pickering NK, Kijas JW, Beraldi D, Pilkington JG, 
et al. Genome‑wide association mapping identifies the genetic basis of 
discrete and quantitative variation in sexual weaponry in a wild sheep 
population. Mol Ecol. 2011;20(12):2555–66. https:// doi. org/ 10. 1111/j. 
1365‑ 294X. 2011. 05076.x.

Jopling C, Boue S, Izpisua Belmonte JC. Dedifferentiation, transdifferentiation 
and reprogramming: three routes to regeneration. Nature Rev Mol Cell 
Biol. 2011;12(2):79–89. https:// doi. org/ 10. 1038/ nrm30 43.

https://doi.org/10.1038/nmeth.4463
https://doi.org/10.1038/nmeth.4463
https://doi.org/10.1007/s10142-019-00659-2
https://doi.org/10.1007/s10142-019-00659-2
https://doi.org/10.1186/s12864-019-5560-1
https://doi.org/10.3390/genes11060668
https://doi.org/10.1016/j.bbrc.2009.02.088
https://doi.org/10.1038/s41467-019-09010-6
https://doi.org/10.1038/nbt.4096
https://doi.org/10.1038/nbt.4096
https://doi.org/10.1091/mbc.11.9.2885
https://doi.org/10.1091/mbc.11.9.2885
https://doi.org/10.1093/bioinformatics/bty560
https://doi.org/10.1093/bioinformatics/bty560
https://doi.org/10.1111/j.1469-7580.2005.00464.x
https://doi.org/10.1111/j.1469-7580.2005.00464.x
https://doi.org/10.1016/j.stem.2008.07.003
https://doi.org/10.1038/345078a0
https://doi.org/10.1038/345078a0
https://doi.org/10.1021/acs.jproteome.0c00026
https://doi.org/10.1021/acs.jproteome.0c00026
https://doi.org/10.1002/jcp.30115
https://doi.org/10.1038/s41467-018-03124-z
https://doi.org/10.1126/science.aaq0681
https://doi.org/10.1160/TH03-05-0302
https://doi.org/10.1160/TH03-05-0302
https://doi.org/10.1002/jez.1402440112
https://doi.org/10.1038/sdata.2018.160
https://doi.org/10.1038/sdata.2018.160
https://doi.org/10.1074/jbc.M107297200
https://doi.org/10.1016/j.cell.2009.05.014
https://doi.org/10.1016/j.cell.2009.05.014
https://doi.org/10.1111/j.1365-294X.2011.05076.x
https://doi.org/10.1111/j.1365-294X.2011.05076.x
https://doi.org/10.1038/nrm3043


Page 18 of 19Ba et al. Cell Regeneration           (2022) 11:43 

Kierdorf U, Stoffels E, Stoffels D, Kierdorf H, Szuwart T, Clemen G. Histological 
studies of bone formation during pedicle restoration and early antler 
regeneration in roe deer and fallow deer. Anat Rec A Discov Mol Cell Evol 
Biol. 2003;273(2):741–51. https:// doi. org/ 10. 1002/ ar.a. 10082.

Kim HJ, Im GI. Electroporation‑mediated transfer of SOX trio genes (SOX‑5, 
SOX‑6, and SOX‑9) to enhance the chondrogenesis of mesenchymal 
stem cells. Stem Cells Dev. 2011;20(12):2103–14. https:// doi. org/ 10. 1089/ 
scd. 2010. 0516.

Kim D, Langmead B, Salzberg SL. HISAT: a fast spliced aligner with low memory 
requirements. Nature methods. 2015;12(4):357–60. https:// doi. org/ 10. 
1038/ nmeth. 3317.

Kisch T, Klemens JM, Hofmann K, Liodaki E, Gierloff M, Moellmeier D, et al. 
Collection of wound exudate from human digit tip amputations does 
not impair regenerative healing: a randomized trial. Medicine (Baltimore). 
2015;94(41):e1764. https:// doi. org/ 10. 1097/ md. 00000 00000 001764.

Kragl M, Knapp D, Nacu E, Khattak S, Maden M, Epperlein HH, et al. Cells keep 
a memory of their tissue origin during axolotl limb regeneration. Nature. 
2009;460(7251):60–5. https:// doi. org/ 10. 1038/ natur e08152.

Landete‑Castillejos T, Kierdorf H, Gomez S, Luna S, García AJ, Cappelli J, 
et al. Antlers ‑ Evolution, development, structure, composition, and 
biomechanics of an outstanding type of bone. Bone. 2019;128:115046. 
https:// doi. org/ 10. 1016/j. bone. 2019. 115046.

Leigh ND, Dunlap GS, Johnson K, Mariano R, Oshiro R, Wong AY, et al. 
Transcriptomic landscape of the blastema niche in regenerating adult 
axolotl limbs at single‑cell resolution. Nat Commun. 2018;9(1):5153. 
https:// doi. org/ 10. 1038/ s41467‑ 018‑ 07604‑0.

Li C, Chu W. The regenerating antler blastema: the derivative of stem cells 
resident in a pedicle stump. Front Biosci (Landmark Ed). 2016;21:455–67. 
https:// doi. org/ 10. 2741/ 4401.

Li C, Suttie JM. Light microscopic studies of pedicle and early first antler devel‑
opment in red deer (Cervus elaphus). Anat Rec. 1994;239(2):198–215. 
https:// doi. org/ 10. 1002/ ar. 10923 90211.

Li C, Suttie JM. Pedicle and antler regeneration following antlerogenic tissue 
removal in red deer (Cervus elaphus). J Exp Zool. 1994;269(1):37–44. 
https:// doi. org/ 10. 1002/ jez. 14026 90105.

Li C, Suttie JM. Deer antlerogenic periosteum: a piece of postnatally 
retained embryonic tissue? Anat Embryol (Berl). 2001;204(5):375–88. 
https:// doi. org/ 10. 1007/ s0042 90100 204.

Li C, Wang W, Manley T, Suttie JM. No direct mitogenic effect of sex hor‑
mones on antlerogenic cells detected in vitro. Gen Comp Endocrinol. 
2001;124(1):75–81. https:// doi. org/ 10. 1006/ gcen. 2001. 7681.

Li C, Clark DE, Lord EA, Stanton JA, Suttie JM. Sampling technique to discrimi‑
nate the different tissue layers of growing antler tips for gene discovery. 
The Anatomical record. 2002;268(2):125–30. https:// doi. org/ 10. 1002/ ar. 
10120.

Li C, Littlejohn RP, Corson ID, Suttie JM. Effects of testosterone on pedicle 
formation and its transformation to antler in castrated male, freemartin 
and normal female red deer (Cervus elaphus). Gen Comp Endocrinol. 
2003;131(1):21–31. https:// doi. org/ 10. 1016/ s0016‑ 6480(02) 00625‑1.

Li C, Suttie JM, Clark DE. Morphological observation of antler regenera‑
tion in red deer (Cervus elaphus). J Morphol. 2004;262(3):731–40. 
https:// doi. org/ 10. 1002/ jmor. 10273.

Li C, Suttie JM, Clark DE. Histological examination of antler regeneration 
in red deer (Cervus elaphus). Anat Rec A Discov Mol Cell Evol Biol. 
2005;282(2):163–74. https:// doi. org/ 10. 1002/ ar.a. 20148.

Li C, Yang F, Li G, Gao X, Xing X, Wei H, et al. Antler regeneration: a dependent pro‑
cess of stem tissue primed via interaction with its enveloping skin. J Exp Zool 
A Ecol Genet Physiol. 2007;307(2):95–105. https:// doi. org/ 10. 1002/ jez.a. 352.

Li C, Gao X, Yang F, Martin SK, Haines SR, Deng X, et al. Development of a 
nude mouse model for the study of antlerogenesis–mechanism of 
tissue interactions and ossification pathway. J Exp Zool B Mol Dev Evol. 
2009;312(2):118–35. https:// doi. org/ 10. 1002/ jez.b. 21252.

Li C, Yang F, Sheppard A. Adult stem cells and mammalian epimorphic 
regeneration‑insights from studying annual renewal of deer antlers. Curr 
Stem Cell Res Ther. 2009;4(3):237–51. https:// doi. org/ 10. 2174/ 15748 
88097 89057 446.

Li C, Yang F, Haines S, Zhao H, Wang W, Xing X, et al. Stem cells responsible for 
deer antler regeneration are unable to recapitulate the process of first 
antler development‑revealed through intradermal and subcutaneous 
tissue transplantation. J Exp Zool B Mol Dev Evol. 2010;314(7):552–70. 
https:// doi. org/ 10. 1002/ jez.b. 21361.

Li C, Harper A, Puddick J, Wang W, McMahon C. Proteomes and signalling 
pathways of antler stem cells. PLOS ONE. 2012;7(1):e30026. https:// doi. 
org/ 10. 1371/ journ al. pone. 00300 26.

Li H, Wei X, Zhou L, Zhang W, Wang C, Guo Y, et al. Dynamic cell transition 
and immune response landscapes of axolotl limb regeneration revealed 
by single‑cell analysis. Protein Cell. 2021;12(1):57–66. https:// doi. org/ 10. 
1007/ s13238‑ 020‑ 00763‑1.

Li C, Harris AJ, Suttie JM. Autoradiographic localization of androgen binding in 
the antlerogenic periosteum of red deer (Cervus elaphus). In: Milne JA, 
editor. Third International Congress on the Biology of Deer, Edinburgh, 
Scotland. p 220

Liu Z, Zhao H, Wang D, McMahon C, Li C. Differential effects of the PI3K/AKT 
pathway on antler stem cells for generation and regeneration of antlers 
in vitro. Front Biosci (Landmark Ed). 2018;23:1848–63. https:// doi. org/ 10. 
2741/ 4676.

Liu Y, Yuan C, Zhou M, Tang K. Co‑cultured bone‑marrow derived and 
tendon stem cells: novel seed cells for bone regeneration. Open Life Sci. 
2019;14:568–75. https:// doi. org/ 10. 1515/ biol‑ 2019‑ 0063.

Liu Y, Lou WP, Fei JF. The engine initiating tissue regeneration: does a common 
mechanism exist during evolution? Cell Regen. 2021;10(1):12. https:// doi. 
org/ 10. 1186/ s13619‑ 020‑ 00073‑1.

Liu S, Trapnell C. Single‑cell transcriptome sequencing: recent advances and 
remaining challenges. F1000Research. 2016;5. https:// doi. org/ 10. 12688/ 
f1000 resea rch. 7223.1.

Love MI, Huber W, Anders S. Moderated estimation of fold change and 
dispersion for RNA‑seq data with DESeq2. Genome Biol. 2014;15(12):550. 
https:// doi. org/ 10. 1186/ s13059‑ 014‑ 0550‑8.

Lui JC, Chau M, Chen W, Cheung CS, Hanson J, Rodriguez‑Canales J, et al. 
Spatial regulation of gene expression during growth of articular cartilage 
in juvenile mice. Pediatr Res. 2015;77(3):406–15. https:// doi. org/ 10. 1038/ 
pr. 2014. 208.

Lun ATL, McCarthy DJ, Marioni JC. A step‑by‑step workflow for low‑level analy‑
sis of single‑cell RNA‑seq data with Bioconductor. F1000Research. 2016;5. 
https:// doi. org/ 10. 12688/ f1000 resea rch. 9501.2.

Mescher AL. The cellular basis of limb regeneration in urodeles. Int J Dev Biol. 
1996;40(4):785–95.

Mount JG, Muzylak M, Allen S, Althnaian T, McGonnell IM, Price JS. Evidence 
that the canonical Wnt signalling pathway regulates deer antler regener‑
ation. Dev Dyn. 2006;235(5):1390–9. https:// doi. org/ 10. 1002/ dvdy. 20742.

Penning TM, Burczynski ME, Jez JM, Hung CF, Lin HK, Ma H, et al. Human 
3alpha‑hydroxysteroid dehydrogenase isoforms (AKR1C1‑AKR1C4) of the 
aldo‑keto reductase superfamily: functional plasticity and tissue distribu‑
tion reveals roles in the inactivation and formation of male and female 
sex hormones. Biochem J. 2000;351(Pt 1):67–77. https:// doi. org/ 10. 1042/ 
0264‑ 6021: 35100 67.

Pertea M, Pertea GM, Antonescu CM, Chang TC, Mendell JT, Salzberg SL. StringTie 
enables improved reconstruction of a transcriptome from RNA‑seq reads. 
Nature Biotechnol. 2015;33(3):290–5. https:// doi. org/ 10. 1038/ nbt. 3122.

Pertea M, Kim D, Pertea GM, Leek JT, Salzberg SL. Transcript‑level expression 
analysis of RNA‑seq experiments with HISAT, StringTie and Ballgown. Nat 
Protoc. 2016;11(9):1650–67. https:// doi. org/ 10. 1038/ nprot. 2016. 095.

Picozza M, Battistini L, Borsellino G. Mononuclear phagocytes and marker 
modulation: when CD16 disappears, CD38 takes the stage. Blood. 
2013;122(3):456–7. https:// doi. org/ 10. 1182/ blood‑ 2013‑ 05‑ 500058% 
JBlood.

Prince M, Banerjee C, Javed A, Green J, Lian JB, Stein GS, et al. Expression and 
regulation of Runx2/Cbfa1 and osteoblast phenotypic markers during 
the growth and differentiation of human osteoblasts. J Cell Biochem. 
2001;80(3):424–40. https:// doi. org/ 10. 1002/ 1097‑ 4644(20010 301) 80:3% 
3c424:: aid‑ jcb160% 3e3.0. co;2‑6.

Rios H, Koushik SV, Wang H, Wang J, Zhou HM, Lindsley A, et al. periostin 
null mice exhibit dwarfism, incisor enamel defects, and an early‑onset 
periodontal disease‑like phenotype. Mol Cell Biol. 2005;25(24):11131–44. 
https:// doi. org/ 10. 1128/ MCB. 25. 24. 11131‑ 11144. 2005.

Sherman BT, Hao M, Qiu J, Jiao X, Baseler MW, Lane HC, et al. DAVID: a web 
server for functional enrichment analysis and functional annotation 
of gene lists (2021 update). Nucleic Acids Res. 2022;50(W1):W216‑21. 
https:// doi. org/ 10. 1093/ nar/ gkac1 94.

Steckelbroeck S, Jin Y, Gopishetty S, Oyesanmi B, Penning TM. Human cytosolic 
3alpha‑hydroxysteroid dehydrogenases of the aldo‑keto reductase 
superfamily display significant 3beta‑hydroxysteroid dehydrogenase 

https://doi.org/10.1002/ar.a.10082
https://doi.org/10.1089/scd.2010.0516
https://doi.org/10.1089/scd.2010.0516
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1038/nmeth.3317
https://doi.org/10.1097/md.0000000000001764
https://doi.org/10.1038/nature08152
https://doi.org/10.1016/j.bone.2019.115046
https://doi.org/10.1038/s41467-018-07604-0
https://doi.org/10.2741/4401
https://doi.org/10.1002/ar.1092390211
https://doi.org/10.1002/jez.1402690105
https://doi.org/10.1007/s004290100204
https://doi.org/10.1006/gcen.2001.7681
https://doi.org/10.1002/ar.10120
https://doi.org/10.1002/ar.10120
https://doi.org/10.1016/s0016-6480(02)00625-1
https://doi.org/10.1002/jmor.10273
https://doi.org/10.1002/ar.a.20148
https://doi.org/10.1002/jez.a.352
https://doi.org/10.1002/jez.b.21252
https://doi.org/10.2174/157488809789057446
https://doi.org/10.2174/157488809789057446
https://doi.org/10.1002/jez.b.21361
https://doi.org/10.1371/journal.pone.0030026
https://doi.org/10.1371/journal.pone.0030026
https://doi.org/10.1007/s13238-020-00763-1
https://doi.org/10.1007/s13238-020-00763-1
https://doi.org/10.2741/4676
https://doi.org/10.2741/4676
https://doi.org/10.1515/biol-2019-0063
https://doi.org/10.1186/s13619-020-00073-1
https://doi.org/10.1186/s13619-020-00073-1
https://doi.org/10.12688/f1000research.7223.1
https://doi.org/10.12688/f1000research.7223.1
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1038/pr.2014.208
https://doi.org/10.1038/pr.2014.208
https://doi.org/10.12688/f1000research.9501.2
https://doi.org/10.1002/dvdy.20742
https://doi.org/10.1042/0264-6021:3510067
https://doi.org/10.1042/0264-6021:3510067
https://doi.org/10.1038/nbt.3122
https://doi.org/10.1038/nprot.2016.095
https://doi.org/10.1182/blood-2013-05-500058%JBlood
https://doi.org/10.1182/blood-2013-05-500058%JBlood
https://doi.org/10.1002/1097-4644(20010301)80:3%3c424::aid-jcb160%3e3.0.co;2-6
https://doi.org/10.1002/1097-4644(20010301)80:3%3c424::aid-jcb160%3e3.0.co;2-6
https://doi.org/10.1128/MCB.25.24.11131-11144.2005
https://doi.org/10.1093/nar/gkac194


Page 19 of 19Ba et al. Cell Regeneration           (2022) 11:43  

activity: implications for steroid hormone metabolism and action. J Biol 
Chem. 2004;279(11):10784–95. https:// doi. org/ 10. 1074/ jbc. M3133 08200.

Stocum DL. Regenerative biology and medicine. J Musculoskelet Neuronal 
Interact. 2002;2(3):270–3.

Stoffels JM, Zhao C, Baron W. Fibronectin in tissue regeneration: timely disas‑
sembly of the scaffold is necessary to complete the build. Cell Mol Life 
Sci. 2013;70(22):4243–53. https:// doi. org/ 10. 1007/ s00018‑ 013‑ 1350‑0.

Sudo T, Iwaya T, Nishida N, Sawada G, Takahashi Y, Ishibashi M, et al. Expres‑
sion of mesenchymal markers vimentin and fibronectin: the clini‑
cal significance in esophageal squamous cell carcinoma. Annals of 
surgical oncology. 2013;20(Suppl 3):S324‑35. https:// doi. org/ 10. 1245/ 
s10434‑ 012‑ 2418‑z.

Suttie JM, Fennessy PF, Crosbie SF, Corson ID, Laas FJ, Elgar HJ, et al. Temporal 
changes in LH and testosterone and their relationship with the first antler 
in red deer (Cervus elaphus) stags from 3 to 15 months of age. J Endo‑
crinol. 1991;131(3):467–74. https:// doi. org/ 10. 1677/ joe.0. 13104 67.

Suttie JM, Fennessy PF, Lapwood KR, Corson ID. Role of steroids in antler 
growth of red deer stags. J Exp Zool. 1995;271(2):120–30. https:// doi. org/ 
10. 1002/ jez. 14027 10207.

Takahashi K, Yamanaka S. Induction of pluripotent stem cells from mouse 
embryonic and adult fibroblast cultures by defined factors. Cell. 
2006;126(4):663–76. https:// doi. org/ 10. 1016/j. cell. 2006. 07. 024.

Trapnell C, Cacchiarelli D, Grimsby J, Pokharel P, Li S, Morse M, et al. The 
dynamics and regulators of cell fate decisions are revealed by pseu‑
dotemporal ordering of single cells. Nature Biotechnol. 2014;32(4):381–6. 
https:// doi. org/ 10. 1038/ nbt. 2859.

Wang D, Berg D, Ba H, Sun H, Wang Z, Li C. Deer antler stem cells are a novel 
type of cells that sustain full regeneration of a mammalian organ‑
deer antler. Cell Death Dis. 2019;10(6):443. https:// doi. org/ 10. 1038/ 
s41419‑ 019‑ 1686‑y.

Wang D, Wang X, Ba H, Ren J, Wang Z, Sun H, et al. Chimeric blood vessels 
sustained development of the xenogeneic antler: a unique model for 
xenogeneic organ generation. Life Medicine. 2022. https:// doi. org/ 10. 
1093/ lifem edi/ lnac0 21.

Weissman IL, Anderson DJ, Gage F. Stem and progenitor cells: origins, pheno‑
types, lineage commitments, and transdifferentiations. Annu Rev Cell Dev 
Biol. 2001;17:387–403. https:// doi. org/ 10. 1146/ annur ev. cellb io. 17.1. 387.

Yang H, Cao Y, Zhang J, Liang Y, Su X, Zhang C, et al. DLX5 and HOXC8 enhance 
the chondrogenic differentiation potential of stem cells from apical 
papilla via LINC01013. Stem Cell Res Ther. 2020;11(1):271. https:// doi. org/ 
10. 1186/ s13287‑ 020‑ 01791‑8.

Yu G, Wang LG, Han Y, He QY. clusterProfiler: an R package for comparing 
biological themes among gene clusters. OMICS. 2012;16(5):284–7. 
https:// doi. org/ 10. 1089/ omi. 2011. 0118.

Yuan FP, Li X, Lin J, Schwabe C, Büllesbach EE, Rao CV, et al. The role of RXFP2 in 
mediating androgen‑induced inguinoscrotal testis descent in LH recep‑
tor knockout mice. Reproduction. 2010;139(4):759–69. https:// doi. org/ 10. 
1530/ rep‑ 09‑ 0518.

Zhou G, Zheng Q, Engin F, Munivez E, Chen Y, Sebald E, et al. Dominance of 
SOX9 function over RUNX2 during skeletogenesis. Proc Natl Acad Sci U S 
A. 2006;103(50):19004–9. https:// doi. org/ 10. 1073/ pnas. 06051 70103.

https://doi.org/10.1074/jbc.M313308200
https://doi.org/10.1007/s00018-013-1350-0
https://doi.org/10.1245/s10434-012-2418-z
https://doi.org/10.1245/s10434-012-2418-z
https://doi.org/10.1677/joe.0.1310467
https://doi.org/10.1002/jez.1402710207
https://doi.org/10.1002/jez.1402710207
https://doi.org/10.1016/j.cell.2006.07.024
https://doi.org/10.1038/nbt.2859
https://doi.org/10.1038/s41419-019-1686-y
https://doi.org/10.1038/s41419-019-1686-y
https://doi.org/10.1093/lifemedi/lnac021
https://doi.org/10.1093/lifemedi/lnac021
https://doi.org/10.1146/annurev.cellbio.17.1.387
https://doi.org/10.1186/s13287-020-01791-8
https://doi.org/10.1186/s13287-020-01791-8
https://doi.org/10.1089/omi.2011.0118
https://doi.org/10.1530/rep-09-0518
https://doi.org/10.1530/rep-09-0518
https://doi.org/10.1073/pnas.0605170103

	Single-cell transcriptome reveals core cell populations and androgen-RXFP2 axis involved in deer antler full regeneration
	Abstract 
	Background
	Results
	Cell composition of each tissue type in AnLTs
	Cell cycling cells were mainly the progenitor, mural, and endothelial cells in the activated AnLTs
	Characterization of the THY1+ cells
	Endothelial and mural cells each are heterogeneous at transcriptional level
	Trajectories of the THY1+ cell differentiation in antler generation and regeneration
	ARRXFP2 signaling is found to be firstly activated in the initiation of antler full regeneration

	Discussion
	Methods
	Collection of deer tissue samples
	Preparation of single-cell suspension
	Single-cell library construction and sequencing
	Single-cell data preprocessing
	Dimension reduction and clustering
	Cell type annotation and differentially expressed genes analysis
	RNA preparation, bulk RNA-seq library construction and sequencing
	DEGs of bulk RNA-seq data
	Correlation analysis
	Cell cycle phase classification
	Gene set enrichment analysis
	Pseudotime trajectory analysis
	Regulon activity analysis
	Enzyme-linked immunosorbent assay
	Western blotting
	Immunohistochemistry
	Testosterone treatment
	cDNA synthesis and quantitative real-time PCR (qRT-PCR)
	Statistical analysis

	Acknowledgements
	References


