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Simple Summary: Progress in adipose research has shifted our understanding of adipose tissue
from being a homogenous, quiescent depot for energy storage to a highly dynamic organ with
wide-ranging roles in whole-body health and metabolism with distinct, depot-specific functional
differences. Through advances in genomic technologies, particularly the application of single-cell
sequencing techniques, the vast cellular heterogeneity of white adipose tissue depots has been
elucidated, providing insight into unique cell populations that contribute to functional differences.
Furthermore, the utilization of these techniques has advanced our understanding of the pathogenesis
of metabolic diseases such as obesity and type 2 diabetes. Recent studies in livestock highlight the
potential of these approaches to improve animal health and productivity, although research in this
field is still in its early stages.

Abstract: Adipose tissue is a major modulator of metabolic function by regulating energy storage
and by acting as an endocrine organ through the secretion of adipokines. With the advantage of
next-generation sequencing-based single-cell technologies, adipose tissue has been studied at single-
cell resolution, thus providing unbiased insight into its molecular composition. Recent single-cell
RNA sequencing studies in human and mouse models have dissected the transcriptional cellular
heterogeneity of subcutaneous (SAT), visceral (VAT), and intramuscular (IMAT) white adipose
tissue depots and revealed unique populations of adipose tissue progenitor cells, mature adipocytes,
immune cell, vascular cells, and mesothelial cells that play direct roles on adipose tissue function and
the development of metabolic disorders. In livestock species, especially in bovine, significant gaps
of knowledge remain in elucidating the roles of adipose tissue cell types and depots on driving the
pathogenesis of metabolic disorders and the distinct fat deposition in VAT, SAT, and IMAT in meat
animals. This review summarizes the current knowledge on the transcriptional and functional cellular
diversity of white adipose tissue revealed by single-cell approaches and highlights the depot-specific
function of adipose tissue in different mammalian species, with a particular focus on recent findings
and future implications in cattle.

Keywords: adipose; single-cell; sequencing; cattle; livestock; transcriptional diversity

1. Introduction

Advances in research have revealed white adipose tissue as a complex organ that
modulates metabolism and health via endocrine and other signaling mechanisms [1]. As
such, considerable efforts have been made to further our understanding of this tissue,
particularly as it relates to metabolic dysfunction and disease. These efforts have primarily
focused on adipose-related disorders in humans, such as obesity and type 2 diabetes, with
limited studies in cattle and other livestock.

Biology 2023, 12, 1289. https://doi.org/10.3390/biology12101289 https://www.mdpi.com/journal/biology

https://doi.org/10.3390/biology12101289
https://doi.org/10.3390/biology12101289
https://creativecommons.org/
https://creativecommons.org/licenses/by/4.0/
https://creativecommons.org/licenses/by/4.0/
https://www.mdpi.com/journal/biology
https://www.mdpi.com
https://orcid.org/0000-0001-9995-5752
https://doi.org/10.3390/biology12101289
https://www.mdpi.com/journal/biology
https://www.mdpi.com/article/10.3390/biology12101289?type=check_update&version=1


Biology 2023, 12, 1289 2 of 28

Investigations in recent decades have demonstrated that not all white adipose tissue
depots are the same, with distinct functional differences between subcutaneous, visceral,
and intramuscular sites [2]. Furthermore, these depot-specific functional differences are
driven by significant cellular heterogeneity [3], resulting in distinct metabolic, immune,
and inflammatory profiles. Early studies using antibodies to identify and isolate unique
cell populations in adipose tissue depots were critical for beginning to understand the
cellular diversity within these tissues [4]; however, the advent of single-cell/nucleus
RNA sequencing (sc/snRNAseq) techniques has revolutionized the field and opened up
new avenues of exploration. As evidenced by research endeavors in cancer biology [5],
the application of sc/snRNAseq technologies in the field of adipose tissue biology has
great potential to further enhance our understanding of how adipose tissue contributes to
metabolic function and the pathogenesis of disease in both humans and livestock.

In this comprehensive review, we briefly discuss the functions of white adipose tissue,
highlighting distinct depot-specific differences and provide a review of sc/snRNAseq
studies that address the cell type composition of subcutaneous (SAT), visceral (VAT),
and intramuscular (IMAT) adipose tissue depots, with particular attention on adipose
stem/progenitor cells (ASPCs) and adipocytes. We highlight recent sc/snRNAseq studies
conducted on cattle and other agricultural species, shedding light on the latest advance-
ments in our understanding of this crucial tissue and future implications for dairy and
beef research.

2. It Is Not Just Fat: Adipose Tissue Composition and Function
2.1. Adipose Tissue and Its Main Cellular and Non-Cellular Components

The two main types of white adipose tissue depots in animals are SAT and VAT. As the
name indicates, SAT is located throughout the body underneath the skin and functions as
the primary storage site of excess lipids during periods of positive energy balance. Visceral
adipose tissue is located around the internal organs and in the abdominal cavity and in
some species functions as a secondary lipid storage location when the storage capacity of
SAT is exceeded [6]. In humans, SAT makes up ~80% of total body fat, whereas VAT makes
up ~10–20% of total body fat in men and ~5–8% of total body fat in women, with the % of
VAT increasing with age in both sexes [7]. When nutrient availability exceeds the adipose
tissue’s ability to accumulate and incorporate lipids, fat is deposited in other locations, such
as the in the liver, heart, or muscle, often with negative effects on tissue functionality [8,9].
Conversely, in beef cattle, the deposition of IMAT (also known as marbling) is desirable [10]
as it improves meat quality and consumer acceptability [11].

Although key differences exist among white adipose tissue depots in the types of cells
they contain, endocrine function, and metabolic activity, the general structure of white
adipose tissue depots is similar. The primary cell type in white adipose tissue depots
is unilocular adipocytes. These cells uptake free fatty acids (FFAs) from circulation and
store them intracellularly as triglycerides (TG) in a single, large lipid droplet that occupies
most of the cell volume. Smaller adipocytes have greater insulin sensitivity and FFAs
uptake activity than larger adipocytes, whereas larger adipocytes are more insulin-resistant
and hyperlipolytic [12] and secrete more pro-inflammatory cytokines [13] than smaller
adipocytes. In dairy cows, omental VAT has smaller adipocytes, but an increased adipocyte
number per gram of tissue compared with abdominal SAT [14]. Differences in adipocyte
lipogenesis seem to be mediated by the higher expression of adipogenic and lipogenic genes
in subcutaneous adipocytes compared to visceral omental cells [15]. Functionally, larger
SAT adipocytes have demonstrated increased basal and isoproterenol-stimulated lipolysis
than omental fat, but are less responsive to insulin inhibition of lipolysis in dairy cows [14].
In late-gestating dairy cows, similar adipocyte area and diameter has been reported between
subcutaneous, omental, intrapelvic, and perirenal adipocytes, but marked differences were
observed when compared with mesenteric cells, which are significantly smaller [16].

The stromal vascular fraction (SVF) of white adipose tissue contains populations of
multipotent stem cells, fibroblasts, preadipocytes, vascular cells, and immune cells [17].



Biology 2023, 12, 1289 3 of 28

Stem cells present in the SVF fulfill a wide range of functions including the expansion of
adipose tissue via hyperplasia and angiogenesis, as well as the capacity to differentiate into
a wide variety of cell types [18]. Recently, transcriptionally and functionally distinct popu-
lations of adipose stem/progenitor cells (ASPC) were identified, isolated, and characterized
in human and animal models, and will be further discussed below [19–21]. Before that, it
was generally thought not only ASPCs but also adipocytes were homogenous populations
of cells playing similar roles in the adipose tissue. Macrophages, lymphocytes, neutrophils,
and mast cells are also present in adipose tissue, typically recruited by the secretion of
chemokines and inflammatory mediators by adipocytes. The infiltration of immune cells
into adipose tissue is implicated in the chronic inflammation experienced by individu-
als with obesity as well as insulin resistance [22]. In dairy cattle, increased macrophage
infiltration into SAT has been associated with increased body condition score loss in the
postpartum period and increased local expression of the chemotactic cytokines, such as
C-C motif chemokine ligand 22 (CCL22), osteopontin (SPP1), and the receptor for SPP1,
cluster of differentiation 44 (CD44) [23]. Additionally, macrophage infiltration in adipose
tissue is increased in postpartum dairy cows with displaced abomasum, particularly in the
omental depot compared with SAT [24]. Increased lipid mobilization around parturition
time in dairy cows seems to be the triggering factor for inducing higher immune cell infil-
tration into adipose tissue and triggers a deep adipose tissue remodeling process involving
changes in inflammatory responses, vascularization, cell proliferation, and extracellular
matrix (ECM) structure, as previously reviewed [25,26].

The extracellular matrix provides mechanical support to adipose tissue and is com-
posed mostly of collagen, non-collagen proteins, and proteoglycans produced by adipocytes
as well as other cell types in the stromal vascular fraction [27]. Crosstalk between the ECM
and cells within the adipose tissue is critical for proper adipose tissue function and has
been implicated in numerous cellular processes including adipocyte differentiation and
inflammation as well as in the pathogenesis of obesity and metabolic dysfunction in human
and mouse models [27–29]. In cattle, the role of adipose tissue ECM and how it may alter
adipocyte and other cells function in healthy and disease states remain a gap in knowledge.

Blood supply to adipose tissue is supported by a dense network of capillaries [30];
however, under conditions of metabolic dysfunction, such as insulin resistance or obesity,
capillary networks decrease and are replaced by networks of larger blood vessels [31].
There are limited studies evaluating angiogenesis in adipose tissue from livestock; however,
Yamada et al. [32] observed depot-specific differences in vascular endothelial growth factor
(VEGF) and fibroblast growth factor (FGF) expression, with visceral and intermuscular
depots expressing higher levels of these pro-angiogenic factors than subcutaneous tissue.
Our recent work has identified vascular and lymphatic endothelial cell populations in both
SAT and VAT of dairy cows. However, a higher frequency of these cells were observed in
SAT, thus suggesting an increased angiogenic capacity of this depot compared to VAT [33].

Innervation of white adipose tissue depots via the sympathetic nervous system (SNS)
provides an important link between cellular and nervous regulation of lipid metabolism [34–36].
In general, neuronal control of lipid mobilization occurs via activation of pro-lipolytic
β-adrenergic receptors (βARs) or anti-lipolytic α-adrenergic receptors (αARs) by cate-
cholamines [37], with increased responsiveness to catecholamines contributing to enhanced
lipolysis in adipose tissue of dairy cows in the early postpartum [38]. However, the dynam-
ics of how white adipose tissue is innervated, and its effects remain relatively understudied,
particularly in ruminants.

2.2. Major Depot-Specific Functional Differences

White adipose tissue is found in distinct anatomical locations and typically divided
into SAT, VAT, IMAT, and intermuscular fat [39]. While intermuscular fat accumulates
between skeletal muscles and is the most abundant adipose tissue depot in beef steers [40],
IMAT deposits among skeletal muscle fibers [39]. As reviewed by Hausman et al. [39],
intermuscular fat shares many transcriptional similarities with VAT in both humans and
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pigs, characterized by increased expression of immune and inflammatory markers. Intra-
muscular adipose tissue is negligible in most species but prevalent in certain meat animal
species, particularly beef cattle and sheep breeds developed for lamb meat production [41].
In beef cattle, unlike the SAT and VAT depots which are generally considered waste, IMAT
provides lubricative and flavory effects to meat and is a characteristic of high-quality
beef [42]. In contrast, IMAT deposition in humans is generally associated with degenerative
myopathies, such as muscular dystrophies and sarcopenia [43–46]. It is worth noting that
despite some histological similarities, including fatty infiltration into perimysium and
endomysium, unlike IMAT associated with human myopathy, massive muscular degenera-
tion and inflammation are often not observed in bovine IMAT, suggesting the presence of
distinct underlying mechanisms [47–49].

In general, SAT depots function as the primary site of lipid storage, typically exhibiting
higher adipogenic capacity than other adipose tissue depots [6]. In dairy heifers, adipo-
genesis (assessed by ASPC number) is lower in omental and mesenteric VAT, as well as
in tailhead, withers, and sternum SAT compared with retroperitoneal VAT [50]. Increased
number of ASPCs enhances the adipose tissue adipogenic capacity and the potential to
store lipids, a desirable state for reducing the excess circulating FFA in periparturient
cows [26,51,52]. In vitro, we previously revealed that SAT preadipocytes from tailhead
accumulate more lipids and have higher expression of the adipogenic markers ADIPOQ,
CEBPA, CEBPB, and PPARG compared with omental VAT in dairy cows [15]. In contrast,
both VAT and IMAT depots have higher rates of lipolysis than SAT depots and contribute
to insulin resistance and metabolic dysfunction in humans [53]. Furthermore, VAT and
IMAT depots exhibit distinct pro-inflammatory profiles in humans [39,54], supporting the
association between abundance of these adipose tissue depots and metabolic disease [55].
Similar to humans with obesity and metabolic disease, adipose tissue inflammation in cattle,
mostly characterized by an increased infiltration of macrophages and high expression of
pro-inflammatory adipokine genes (LEP, IL6, and TNF) measured by qPCR, is augmented
in omental VAT compared with tailhead SAT and other VAT depots (mesenteric, intrapelvic,
and perirenal) in periparturient cows [16]. Altogether, these findings suggest a beneficial
metabolic role of SAT adipogenesis and a closer association of omental VAT dysfunction
with metabolic disease, similarly to what is reported in humans [52,56].

Functional depot-specific differences are partly underlined by distinct endocrine
functions, both in terms of the type and abundance of different adipokines. For example,
leptin secretion in humans is the greatest in SAT [57,58], although circulating leptin levels
are generally associated with increased whole-body adipose mass [59], suggesting that
increased accumulation of VAT [60] and IMAT [61], as seen in cattle, contribute to higher
leptin levels as well. Adiponectin is another adipokine with higher expression in SAT
compared to other adipose depots [62]. While VAT also contributes to the secretion of
adiponectin, increases in whole-body adipose mass and/or visceral adiposity are associated
with decreased adiponectin levels [63]. Whether increased visceral adiposity and the
associated increase in pro-inflammatory factors [64] function to inhibit adiponectin secretion
or, given the anti-inflammatory functions of adiponectin [65], if the decrease in adiponectin
facilitates increased expression and secretion of pro-inflammatory factors remains to be
elucidated. Adiponectin expression has also been detected in IMAT, where it may act in
a paracrine function to improve myocyte function [66]. Additionally, the overexpression
of adiponectin in goat satellite muscle cells was observed to promote the differentiation
of these cells into adipocytes, suggesting that high levels of adiponectin may support
IMAT adipogenesis [67]. Depot-specific differences in the production and secretion of other
adipokines, such as omentin and visfatin, which are primarily secreted from VAT [68,69],
have also been observed. The pattern of adipokine secretion in periparturient dairy cattle
has been previously reviewed [70]; however, there are limited studies specific to beef cattle,
and our understanding of the role these adipokines play in modulating white adipose
tissue and whole-body metabolic function is restricted to human and mouse models.
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3. The Single-Cell Era: Applicability of Single-Cell/Nucleus RNA Sequencing to
Decode Adipose Tissue Heterogeneity

Studies preceding the use of single-cell RNA sequencing (scRNAseq) focused on
identifying cell types within adipose tissue utilizing fluorescent-activated cell sorting
(FACS) based on the presence or absence of specific cell surface markers. Larger, clonally
identical populations of cells were then propagated and characterized in downstream
analyses. These studies were important for the initial identification of different cell types
relating to adipogenesis in adipose tissue, including Lin-/Cd34+/Cd29+/Sca1+/Cd24+
ASPCs [71], Pdgfrα+ mesenchymal cells [72], Pdgfrb+ and Myh11+ mural cells [73–79],
and mature adipocytes (ASC-1 for white; PAT2 and P2RX for brown and beige) [80]. As
reviewed by Ferrero et al. [81], the use of FACS has been important in deciphering the
heterogeneity of ASPCs, particularly in recent years with the development and utilization
of scRNAseq applications. In addition, the work of Astori et al. [4] helped to further define
the components of the stromal vascular fraction (SVF) including monocytes, granulocytes,
hematopoietic stem cells, and endothelial cells. Lineage tracing via Cre-recombinase mouse
models has been utilized to identify adipocyte precursors [72,76,82], and characterize
mature adipocytes [83] in white adipose tissue of mice [72,76,82]. However, one limitation
of the FACS- and lineage tracing-based strategies is the lack of single markers, which makes
it very challenging to identify and validate ASPC heterogeneity.

With the advantage of developing next-generation sequencing (NGS)-based single-
cell technologies, we can now profile adipose tissue at single-cell resolution to provide
unbiased insight into its molecular composition [84]. scRNAseq was first developed by
Tang et al. in 2009 to sequence the individual cell from a four-cell stage embryo [85].
Since then, significant efforts have been made on advancing various scRNAseq techniques.
Among those, the droplet-based microfluidic technology is the most widely used scRNA-
seq platform due to its increased throughput and more automated protocols [86,87]. In
2016, 10× Genomics first launched a commercial droplet-microfluidics-based scRNA-seq
platform, the Chromium. In Chromium, cells and beads, which contain primers, cellular
barcodes, and a unique molecular identifier (UMI), in separate channels are mixed in a
microfluidic device and partitioned by nanoliter-size oil droplets for further single-cell cell
lysis, reverse transcription, and cDNA library construction [87–91].

Studies have demonstrated scRNAseq as an extremely powerful tool in studying adi-
pose tissue stromal cellular composition and plasticity. The high throughput of scRNAseq
provides detailed information of the cell identity, gene expression profiles, and changes
in cellular states that may arise under normal physiological and pathological conditions.
Various scRNAseq studies have demonstrated the heterogeneities of the mesenchymal
stem cells (MSCs), immune cells, mesothelial cells, and endothelial cells in white adipose
tissues [92]. Due to their high abundancy, heterogeneity, and functional importance, many
scRNAseq studies focused on ASPCs defined as cells expressing the common mesenchymal
markers, Pdgfra and Pdgfrb. Moreover, owing to the power of single-cell profiling, distinct
ASPC populations expressing adipogenic markers, like Pparg, Lpl, and Cd36, and those
enriched for genes related to ECM remodeling and inflammation have been identified [92].

Most early scRNAseq studies of adipose tissue used freshly isolated intact cells,
however, with some limitations. First, this strategy requires prolonged stressful enzymatic
digestion, which might alter gene expression profiles of sensitive cell types. In addition,
due to the prolonged sampling process of human and large animal tissues, it is very difficult
to finish cell isolation immediately after sample collection on the same day. Moreover,
mature adipocytes, the parenchymal cells of adipose tissue, are too large for most scRNAseq
platforms. Alternatively, single-nuclei RNA sequencing (snRNAseq), which uses single
nuclei, has overcome these obstacles [93–95]. The general workflow of sc/snRNAseq
and their differences are illustrated in Figure 1. Single-nuclei RNA sequencing does not
require tissue digestion (e.g., collagenase) to release individual viable cells and therefore
can avoid the enzyme-induced cell-type biases, which may result in artificial transcriptional
differences [96,97]. Moreover, the source of nuclei can be either fresh or frozen tissue
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samples, providing increased flexibility [98]. Due to the smaller size of nuclei, nuclei of
all types of cells can be identified via snRNAseq, making it possible to study adipocytes
and other larger cells, such as neurons. However, snRNAseq also has its limitations. One
major issue is the loss of most cytosolic content, which contains most mature mRNA,
leading to low numbers of genes detected and failure to detect low abundant transcripts.
Another concern is the high level of ambient RNA, which must be carefully removed
via additional sample and sequencing data processing [96,99]. Without the protection of
cytoplasm, mRNA is more susceptible to RNase-mediated degradation, which can be an
issue for samples with cells expressing high levels of RNases and must be addressed by
adding sufficient RNase inhibitors [96,99].

Integrating the sc/snRNAseq data with other omics data is becoming a popular
strategy to gain more comprehensive and multidimensional understanding of tissue het-
erogeneity. The assay for transposase-accessible chromatin using sequencing (ATACseq;
Figure 1) is a powerful method for determining chromatin accessibility across the genome,
an important component of the epigenome [100], and identifying potential transcription
factors regulating differential gene expression [101]. In 2015, ATACseq was optimized
for single-cell applications [102,103]. Single-cell and single-nuclei ATACseq facilitates the
single-cell open chromatin landscaping of heterogeneous tissues like adipose tissue. It is
expected that more and more studies integrating sc/snRNAseq and sc/snATACseq data to
uncover the contribution of epigenetic regulation of gene expression to the heterogeneities
of cells residing in adipose tissue will be published in the near future.

In the following sections, we describe recent studies utilizing sc/snRNASeq to char-
acterize the heterogeneity of adipocyte progenitor cells, mature adipocytes, mesothelial
cells, immune cells, and vascular cells in white adipose tissue. While SAT and VAT have
garnered most of the research attention for their implication in metabolic diseases in both
humans and livestock, recent investigations into IMAT have provided valuable insight into
the mechanisms contributing to enhanced marbling in pigs and beef cattle, as well as the
pathogenesis of human diseases, including muscular dystrophies and sarcopenia. Studies
using sc/snRNASeq to elucidate the cellular heterogeneity of intermuscular adipose tissue
are lacking but represent a novel area of study for future research endeavors in this field.
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Figure 1. General workflow of single-cell and single-nucleus RNA sequencing. This figure was
prepared in Biorender and is licensed to be published (Agreement number: LA25UR522V).



Biology 2023, 12, 1289 8 of 28

4. Transcriptional and Functional Diversity of Adipose Stem and Progenitor Cells
(ASPC) and Mature Adipocytes
4.1. Adipose Stem and Progenitor Cells

Studies utilizing sc- and snRNAseq analyses have significantly advanced the field of
ASPC transcriptional heterogeneity and revealed that distinct ASPCs also differentially
regulate adipogenesis, inflammation, and fibrosis in a depot-specific manner, with some
of these populations associated with obesity and metabolic dysregulation [19,104]. In this
section, we review the main ASPC populations that have been studied in mice, humans,
and livestock animals and provide a summary in Table 1.

Table 1. Summarized results from recent studies evaluating progenitor cell populations in white
adipose tissue depots in different mammalian models.

Publication Adipogenic or Fibro-
Adipogenic Progenitors

Mesothelial/Mesenchymal/
Interstitial Progenitors Other Progenitors Model

Burl et al., 2018 [105]

General ASPC Classification: Lin-/Pdgfrb+/Ly6a+

Mouse SAT and
VAT

Proliferating ASPC 1:
Pdgfra+/Cdca8+

Early-differentiating ASPC:
Cebpa+/Plin1+

Differentiating ASPC:
Cebpa+/Adig+/Plin1+/Scd1+

Schwalie et al., 2018
[106]

General ASPC Classification: CD31-/CD45-/TER119-/CD29+/CD34+/SCA1+
Mouse SATAdipogenic ASPC:

Adam12+/Aoc3+/Peg3+/Fabp4+
Stem cells:

Creb5+/Cd55+/Il13ra1+
Anti-adipogenic cells:
Meox2+/Abcg1+/F3+

Hepler et al., 2018 [19] ASPC: CD45-/CD31-
/PDGFRB+/LY6C-/CD9-

MSC 2: CD45-/CD31-
/PDGFRB+/LY6C-/CD9+

FIP 3: CD45-/CD31-
/PDGFRB+/LY6C+

Mouse SAT and
VAT

Merrick et al., 2019
[21]

Committed preadipocytes (mice):
Icam1+/Dlk1+/Pparg+/Fabp4+/Cd36+

Interstitial progenitors
(mice):

Dpp4+/Wnt2+/Bmp7+/Pi16+

Adipogenesis-regulatory
cells (mice):

Clec11a+/Fmo2+/F3+
Mouse and Human

SATCommitted preadipocytes (humans):
PDGFRA+/PDGFRB+/SCA1+/ICAM1+

/PPARG+/GGT5+

Interstitial progenitors
(human):

PDGFRA+/PDGFRB+/SCA1+
/DPP4+/CD55+/WNT2+

Cho et al., 2019 [107]

General ASPC Classification: CD45-/CD31-/TER119-/SCA1+

Mouse VATCommitted preadipocytes:
Igf1+/Col4a1+/Col4a2+/Sult1e1

Stem cells:
Cd55+/Cd34+/Fbn1+/Anxa3+
/Mfap5+/Timp2+/Dpp4+/Pi16+

Vijay et al., 2019 [20]

General ASPC classification: CD45-/CD31-/CD34+/CFD+

Human SAT and
VAT

Preadipocytes:
MGP+/APOD+/CXCL14+/WISP2+

VAT-specific mesothelial
cells: ITLN1+/MSLN+

Hematopoietic stem cells:
CCL5+/CD3E+/IL7R+/IL32+

Mature adipocyte progenitors:
APOE+/FABP4+/CEBPB+/CD36+

Fibrotic and
ECM-associated cells:

COL3A1+/COL6A3+/COL1A1+
/COL6A1+

Raajendiran et al.,
2019 [108]

General ASPC Classification: CD45-/CD31-/CD29+
Human SAT and

VATCD34high: APOD+/ICAM1+ CD34low:
ITLN1+/PLA2G2A+/UPK3B+

CD34- beige adipocytes:
PRDM16+/UCP1+

Sárvári et al., 2021 [95] FAP: Col1a1+/Pdgfra+/Dcn+ Mesothelial cells:
Upk3b+/Msln+/Gpm6a+ Mouse VAT

Hildreth et al., 2021
[109]

ASPC:
PRG4+/DKK1+/PI16+/PDGFRA+

Preadipocytes:
PDGFRA+/CXCL14+/GPC3+

Human SAT

Shan et al., 2022 [110]

VAT ASPC: CD45-/CD31-
/PDGFRB+/LY6C-/CD9-

VAT FIP: CD45-/CD31-
/PDGFRB+/LY6C+ Mouse SAT and

VATSAT ASPC:
CD45-/CD31-/PDGFRB+/DPP4±
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Table 1. Cont.

Publication Adipogenic or Fibro-
Adipogenic Progenitors

Mesothelial/Mesenchymal/
Interstitial Progenitors Other Progenitors Model

Whytock et al., 2022
[111]

Preadipocytes:
ATXN1+/ZNF423+/CD38+

General stem cells:
PTPRC-/PECAM1-

/CD34+/PDGFRA+/PDGFRB+
Human SAT

Emont et al. 2022 [93]
SAT ASPC: CEBPD+/SGCZ+ Multipotent progenitors:

PDGFRA+/ALDH1A3+
Anti-adipogenic cells:
PDGFRA+/EPHA3+ Mouse and Human

SAT and VATVAT ASPC: FGF10+/PDE4D+

Strieder-Barboza et al.,
2022 [112]

ASPC: CD45-/CD31-/TM4SF1-
(LUM+/DCN+/CFD+/APOD+
/CD142+ /MFP5+/S100A4+)

Inflammatory
mesothelial-like ASPC:

CD45-/CD31-/TM4SF1+
(PLA2G2A+/SLPI+/ITLN1+
/TIMP1+/KRT8+/MSLN+)

Pro-fibrotic precursors:
COL1A1+/COL6A1+/FN1+

/LOX+/LUM+
Human VAT

Michelotti et al., 2022
[33]

Committed preadipocytes:
PPARG+/SLC1A3+/LIPE+/GPAM+

/LMO4+

VAT-specific mesothelial
cells:

MSLN+/KRT19+/WT1+/UPK3B+ Bovine SAT and
VATFAP:

PDGFRA+/FBN1+/FN1+/LAMA2+
/COL14A1+/MFAP5+

Wang et al., 2022 [113]
Endothelial–

Mesenchymal transition
cells: VWF+/TAGLN+

Porcine SAT and
VAT

Garritson et al., 2023
[114]

General FAP 4 Classification: PDGFRA+

Mouse and Human
VAT

Uncommitted progenitors:
PI16+/SEMA3C+/OSR2+

Anti-adipogenic cells:
THY1+/CTHRC1+

Committed preadipocytes:
ICAM1+/CEBPB+

Pro-fibrotic precursors:
VCAN+/MFAP5+/HTRA3+

Fitzgerald et al., 2023
[115]

General FAP Classification: PDGFRA+/CD34+/DCN+/NCAM1-

Human IMATAdipogenic FAP:
MME+/PTGDS+/CXCL14+/SMOC2+

Pro-fibrotic precursors:
CD55+/TNXB+/MFAP5+

/PCOLCE2+/FBN1+/PRG4+
Transitional FAP: GPC3+/SFRP2+

Liu et al., 2023 [101] ASPC:
Tcf21+/Pdgfra+/Icam1+/Dpp4+ Mouse VAT

Wang et al., 2023a
[116]

General FAP Classification: PDGFRA+

Bovine IMAT

Uncommitted FAP:
IGFBP5+/NUPR1+

Fibrogenic FAP:
POSTN+/TGFBR3+/COL1A1+

Transitional FAP:
DLK1+/ACKR2+/PHLDA2+

Adipogenic FAP:
CFD+/BTG1+/BMP4+/COL4A1+

Wang et al., 2023b
[117] FAP: PDGFRA+ Porcine IMAT

1 ASPC = adipocyte/stem progenitor cells; 2 FIP = fibro-inflammatory progenitors; 3 MSC = mesenchymal stem
cells; 4 FAP = fibro-adipogenic precursors.

4.1.1. Mouse Models

Hepler et al. [19] identified transcriptionally and functionally distinct subpopula-
tions of ASPCs in visceral white adipose tissue (WAT) of adult mice. In an experimental
approach combining scRNAseq and FACS, the authors identified and isolated distinct
subpopulations of Pdgfrb+ (CD31−/CD45−) ASPCs characterized by the differential expres-
sion of Ly6c and Cd9. Ly6c−/Cd9−/Pdgfrb+ cells represented highly adipogenic visceral
ASPCs, Ly6c+/Pdgfrb+ cells represented fibro-inflammatory progenitors (FIPs), whereas
Ly6c−/Cd9+ represented a smaller subpopulation of mesothelial-like cells (MLCs) that
lacked adipogenic capacity. While the same three populations were observed within the
mesenteric and retroperitoneal depots of adult male mice, in the inguinal and anterior
subcutaneous WAT depots, all Pdgfrb+ cells expressed Ly6c; thus, heterogeneity amongst
Pdgfrb+ cells could not be discriminated based on Ly6c expression in these subcutaneous
depots. Interestingly, after isolating and culturing these subpopulations in vitro, FIPs did



Biology 2023, 12, 1289 10 of 28

not differentiate into adipocytes, displayed a pro-fibrogenic/pro-inflammatory phenotype,
and exerted an anti-adipogenic effect on adipogenic ASPCs, thus highlighting cell–cell
interactions that impact white adipose tissue function.

Schwalie et al. [106] had also previously identified an ASPC population with an antiadi-
pogenic capacity. Using scRNAseq on Lin− (CD31−/CD45−/TER119−) CD29+/CD34+/SCA1+

cells from the SAT SVF of transgenic adult mice, this group identified three populations
of ASPCs: The two major ones made up over 90% of all ASPCs and expressed stem cell-
specific markers (Cd34 and Ly6a) or a pre-adipogenic (Fabp4, Pparg and Cd36) gene profile.
The third ASPC population was characterized by F3 (encoding CD142) and Abcg1 and had
a decreased propensity to form adipocytes compared with the other ASPC populations. No-
tably, isolated subcutaneous CD142+/ABCG1+ ASPCs negatively regulated the adipogenic
capacity of other ASPCs, being named as ‘adipogenesis-regulatory’ cells or A-regs [106].
Merrick et al. [21] also identified a CD45− ASPC population in mice SAT that expressed
F3 (CD142), Clec11a, and Fmo2 [106]. However, differently to what was demonstrated by
Schwalie et al. [106], isolated CD142+ ASPCs were able to differentiate into lipid laden
adipocytes in vitro in both conditions, complete adipogenic medium or minimal insulin
medium, and did not demonstrate anti-adipogenic properties. These differences between
studies may reflect discrepancies in the experimental conditions, age, and stage of develop-
ment of the animals. For instance, mice utilized in Schwalie’s work were 8–11 weeks old,
while Merrick’s work used 12-day-old mice as an attempt “to capture the continuum of
cell states spanning differentiation”. In addition to a CD142+Clec11a+ ASPC population,
Merrick’s work also identified and functionally characterized additional ASPC populations
in mice inguinal SAT CD45− SVF (the presence of which was further validated in mice
axillar SAT, interscapular brown adipose tissue, and epididymal VAT of adult mice) [21].
Dpp4+ ASPCs were classified as “Interstitial Progenitor Cells” due to their origin in the
adipose tissue reticular insterstitium and seemed to provide a source of both Icam1+ and
Cd142+ ASPCs. Icam1+ ASPCs were classified as committed preadipocytes, as they also
expressed several adipocyte identity genes such as Dlk1 (Pref1), Pparg, Fabp4, and Cd36 and
showed abundant lipid droplet accumulation in vitro. Both Dpp4+ and Icam1+ ASPCs also
expressed canonical mesenchymal progenitor markers, such as Cd34, Pdgfra, Ly6a (Sca1),
and Thy1 (CD90), and differentiated into lipid laden adipocytes in vitro. Interestingly,
transforming growth factor-beta maintained Dpp4+ cell identity and inhibited adipogenic
commitment of Dpp4+ and Cd142+ cells [21].

A follow-up study by Stefkovich et al. [118] confirmed that Dpp4+ progenitors con-
tribute to adipogenesis not only in the murine subcutaneous WAT, but also in omental
and retroperitoneal visceral depots. Our lineage tracing also identified Dpp4+ and Icam1+

cells in the Tcf21 lineage VAT ASPCs [101]. Tcf21 was found to be a VAT-specific gene
and not expressed on subcutaneous WAT or brown adipose tissue. It inhibits adipogenic
differentiation of VAT ASPCs at least partially through promoting the expression of Dlk1, an
anti-adipogenic gene, in the Icam1+ population. A general reduction in adipogenic activity
in Tcf21 lineage ASPCs as the mice become increasingly mature was observed. Mechanistic
studies using bulk- and scRNAseq identified increased hypoxia-related gene expression in
Dpp4+ Tcf21 lineage ASPCs located in mesothelium and activation of inflammatory and
fibrotic programming in the interstitial Icam1+ population [101]. In contrast to mouse mod-
els, our recent snRNAseq analysis of abdominal SAT and omental VAT from dairy cows
revealed a negligible gene expression of DPP4 and F3 (CD142) [33], which may suggest a
species-specific origin and development of adipocytes.

Further work elucidating the transcriptional heterogeneity of ASPCs has recognized
a unique subpopulation of PDGFRA+ ASPCs called fibro/adipogenic progenitors (FAPs)
with both fibrotic and adipogenic capacity [119]. Recently, Garritson et al. [114] identified
seven different FAP subpopulations in both human and mouse VAT including uncommit-
ted adipose progenitors (Ii16+, Sema3c+, Osr2+), committed adipose progenitors (Icam1+,
Cebpb+), pro-fibrotic progenitors (Vcan+, Mfap+, Htra3+) and a stem cell population express-
ing adipogenic inhibitors (Thy1/Cd90+, Cthrc1+). A general population of FAPs was also
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identified in VAT of mice by Sárvári et al. [95], characterized by high expression of Col1a1,
Pdgfra, and Dcn. In a study evaluating both depot- and sex-specific differences in ASPC het-
erogeneity in mice, Shan et al. [110] identified two distinct Pdgfrb+ ASPC subpopulations in
SAT (Dpp4+ and Dpp4−) and VAT (Ly6c−, Cd9−) as well as a subpopulation of VAT-specific
fibro-inflammatory precursors (FIPs) (Ly6+). Functional analysis confirmed the increased
adipogenic capacity of the ASPC subpopulations compared to FIPs, as well as highlighted
sex-specific differences in ASPC adipogenesis, with SAT ASPCs in female mice exhibiting
greater PPARγ activation than the same subpopulation of ASPCs from male mice. Further
investigation also revealed that both the AhR and glutathione pathways are implicated
in the functional differences between ASPCs and FIPs, with reduced AhR signaling in
FIPs contributing to a pro-inflammatory transcriptional response, and increased Gstm1
expression in ASPCs supporting increased adipogenic potential.

Burl et al. [105] applied scRNAseq to identify the effects of beta-3-adrenergic receptor
(ADRB3) activation on epididymal and inguinal WAT ASPCs heterogeneity. Analysis of Lin-
cells resulted on the identification of four major ASPC expressing Pdgfra and Ly6a, which
demonstrated to be in different stages or development and adipogenic differentiation.
ADRB3 activation shifted the expression profiles of the major ASPC subtypes (ASC 1
and ASC 2) in both adipose depots and induced the appearance of two new clusters of
differentiating ASPC (Cebpa+, Agpat2+, Dgat2+, Plin1+, and Adipoq+) and proliferating
ASPC. However, the differentiation of these cells into beige/brown adipocytes could not
be evaluated through single-cell analysis. This study was one of the first studies to use
scRNA sequencing to elucidate ASPC heterogeneity, adipogenic niches, and transcriptional
responses of individual ASPCs to ADRB3 activation.

In general, studies of ASPC heterogeneity in murine models have highlighted the
transcriptional and functional heterogeneity of visceral and subcutaneous WAT ASPCs
and demonstrated the ability of distinct stromal cell populations to crosstalk and modulate
adipogenic, fibrotic, and inflammatory functions in WAT.

4.1.2. Human Models

Raajendiran et al. [108] identified three major ASPC populations utilizing scRNAseq
of human abdominal SAT SVF based on the differential gene expression of CD34 (negative,
low, and high) in CD31−/CD45−/CD29+ cells. After FACS isolation of the distinct ASPCs
from human VAT and abdominal and gluteal SAT, cells were induced to differentiate into
adipocytes for metabolic characterization in vitro. All three ASPC populations demon-
strated similar adipogenic capacity; however, CD34high adipocytes exhibited enhanced
capacity to accumulate and release lipids compared with CD34− or CD34low, while CD34−

acquired a beige-like adipocyte profile, which was more abundant in gluteal SAT. Notably,
human subjects with type 2 diabetes had a decreased proportion of CD34− ASPCs and
an increased proportion of CD34high in both VAT and abdominal SAT [108], which may
partly underly the defects on adipose tissue lipid metabolism associated with obesity and
type 2 diabetes.

In the work of Emont et al. [93], six distinct PDGFRA+ ASPC subpopulations were
identified in human SAT and VAT samples including ALDH1A3+ ASPCs that resemble the
multipotent progenitor cells identified by Merrick et al. [21], and EPHA3+ ASPCs similar to
the anti-adipogenic A-regs identified by Schwalie et al. [106]. Among the ASPCs identified
by Emont et al. [93], three subpopulations (CEBPD+, EPHA3+, and SGCZ+) were more
abundant in SAT compared to VAT, with EPHA3+ and SGCZ+ ASPCs further increased in
subjects with higher BMI. In contrast, two ASPC subpopulations (FGF10+ and PDE4D+)
were more abundant in VAT compared to SAT.

Seven CD45−/CD34+/CD31− ASPC subpopulations were identified by Vijay et al. [20]
in human SAT and VAT, with three subpopulations found primarily in SAT, three subpopu-
lations found primarily in VAT and one subpopulation evenly distributed between the two
depots. Further analysis of the ASPCs found primarily in SAT identified four distinct tran-
scriptional profiles, including pre-adipocyte/adipose stem cells (MGP+/APOD+/CXCL14+
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/WISP2+), mature adipocyte progenitor cells (APOE+/FABP4+/CEBPB+/CD36+), fibrosis
and ECM-associated cells (COL3A1+/COL6A3+/COL1A1+/COL6A1+), and pro-inflammatory
cells (CCL5+/CD3E+/IL7R+/IL32+). Among all the ASPC subpopulations in SAT, it was
found that GPX3 expression was significantly higher in samples from healthy subjects
compared to those with type 2 diabetes. The opposite was observed for WISP2, which
was higher in samples from subjects with type 2 diabetes. Further analysis of the VAT
ASPCs identified six unique transcriptional profiles, three of which were similar to the
pre-adipocyte populations described in SAT, while the other three subpopulations were
marked by an increased expression of MSLN and were classified as mesothelial cells. These
findings highlight the depot- and metabolic disease-specific profiles of ASPCs in humans.

Both ASPCs and preadipocytes were identified in the analysis of human SAT per-
formed by Hildreth et al. [109], with ASPCs characterized by high expression of PRG4,
DKK1, and PI16. Preadipocytes had high expression of PDGFRA but were distinguished
based on their high expression of CXCL14 and GPC3 and lower expression of the other
ASPC marker genes. Notably, there was a positive correlation between patient BMI and the
abundance of ASPCs; however, a negative correlation was observed between patient BMI
and the abundance of preadipocytes, highlighting the relationship between obesity and
changes in adipose tissue function.

Strieder-Barboza et al. [112] used snRNAseq to define adipose tissue heterogeneity in
abdominal SAT and omental VAT in human subjects going through bariatric or elective
surgery. Three distinct subpopulations of ASPCs were identified based on expression of
PDGFRA and PDGFRB. The ASPC1 population, named “inflammatory mesothelial-like
ASPC” (IM-ASPC), was present in VAT, but not in SAT, and exhibited a unique expression
of TM4SF1, high expression of mesothelial cell signature genes (WT1, MSLN, CLDN1, and
KRT19), and an enrichment for multiple inflammatory gene pathways including IL-1, TLR,
TNF, and hypoxia signaling. Notably, the IM-ASPC gene profile was similar to the Dpp4+
ASPC described by Merrick et al. [21], the mesothelial-like cells (MLC) reported by Hepler
et al. [19], and the MSLN+ VP1/VP3 revealed by Vijay et al. [20]. IM-ASPCs were also
similar to the PDGFRa/CD9hi ASPCs described by Marcelin et al. [120], which contribute
to adipose tissue fibrosis in obesity. The ASPC2 population was the most prominent ASPC
in SAT and had a fibro-adipogenic profile (FAP-ASPC) with an increased expression of
collagens and proteoglycans, such as DCN and LUM [112]. FAPs have the capability
to differentiate into adipocytes or activated fibroblasts increasing extracellular matrix
deposition [121,122]. Accordingly, FAP-ASPC was enriched in gene pathways relating to
ECM remodeling and organization and in collagen production [112]. The FAP-ASPC gene
signature was similar to Cd142+ ASPC, as described by Merrick et al. [21] in mice, and the
human CFD+ SP1/SP4/VP4 populations reported by Vijay et al. [20] that were associated
with type 2 diabetes. The smallest ASPC3 population had high expression of smooth muscle
markers and had a similar gene profile that overlaps with Icam1+ ASPC [21]. After FACS
isolation and adipogenic differentiation in complete and minimal insulin medium in vitro,
both IM-ASPC and FA-ASPC formed lipid laden adipocytes. However, FAP-ASPC had
an increased lipid accumulation, glycerol release in response to forskolin, and augmented
expression of adipogenic markers including PPARG, PLIN1, and ADIPOQ compared with
IM-ASPC [112]. These results demonstrate that ASPCs transcriptional differences are
maintained and translated into distinct functional profiles after in vitro differentiation,
and seem to agree with previous studies in human and mice models that have tested the
metabolic function of distinctive ASPC subpopulations in vitro [19,21,93,106].

Single-cell RNA sequencing studies reporting IMAT ASPC heterogeneity are less
frequent. However, in human skeletal muscle, Fitzgerald et al. [115] recently identified
three PDGFRA+/CD34+/DCN+ FAP subpopulations, in which one specific MME+ FAP
subpopulation with high adipogenic capacity appeared to be unique to the skeletal muscle
tissue, while GPC3+ FAPs shared marker genes with both the muscle-specific MME+ cells
and the CD55+ FAPs that have been detected in other adipose tissue depots.
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4.1.3. Livestock Models

The use of scRNAseq and other multi-omics technologies is still very limited in live-
stock species, especially on the study of adipose tissue function and biology (Figure 2).
However, a few studies have performed sc/snRNAseq in adipose tissue and muscle sam-
ples in beef and dairy cattle, chicken, and pigs, thus revealing an interesting heterogeneity
of ASPCs that seems to vary with anatomical location of adipose tissue as well as the
species and breed of animals [117].

Figure 2. Genetic markers for cell types recently identified in adipose tissue depots of pigs, dairy
cattle, beef cattle, and chicken. This figure was prepared in Biorender and licensed to be published
(Agreement number: ZL25UR6E87).

Recently, we have used snRNAseq analysis to study depot-specific cellular heterogene-
ity of abdominal SAT and omental VAT in dairy cows [33], which identified three ASPC
subtypes across SAT and VAT. The analysis of DEGs identified ASPC1 as an adipogenic
subtype with a high expression of PPARG, as seen in committed adipocyte precursors [104].
Adipogenic-ASPCs were enriched for lipid metabolism, homeostasis, and biosynthesis
genes and corresponded to 50% of all ASPC across VAT and SAT. Notably, adipogenic-
ASPCs were decreased 2-fold in VAT compared to SAT, suggesting depot-specific shifts
in frequency of ASPCs subtypes. ASPC2 and ASCP3 were identified as fibro-adipogenic
progenitors (FAP) expressing high PDGFRA, LAMA2, FBN1, and VCAN [120]. Accordingly,
pathways of collagen metabolism and fibril organization, and ECM structure and orga-
nization were activated in FAPs. Similarly to previous data in mice and human skeletal
muscle [123,124], we identified multiple FAP subtypes: ASPC2 showed a classic-FAP pro-
file, expressing high ADAM genes, BMP1, EBF1, FGFR1, and TGFB receptors, which have
been recently linked to low marbling in beef cattle [125], while ASPC3 had a fibrogenic-
FAP profile with high expression of fibrosis-associated genes [126] (collagens, FN1, DCN,
FBLN1, MMP2, LUM, SPARC, and LOX). This profile overlaps with human VAT ASPCs,
which are positively correlated with insulin resistance [20]. Fibrogenic-FAPs also showed a
pro-inflammatory potential with upregulation of CCL2, CXCL3, C3, C1S, and PTGS2.
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Our group has also recently identified the heterogeneity of ASPCs in beef cattle muscle
tissue. We report that bovine muscle ASPCs or FAPs are composed of multiple distinct
but related populations, including a perimysial fibrogenic, an endomysial adipogenic, and
a transitional population, all derived from a common less-committed population [116].
Besides the expression of well-known proadipogenic genes, such as PPARG and BMP
family genes, adipogenic FAPs also expressed elevated levels of CFD and non-fibrillar
collagen genes, such as COL4A1, in contrast to the enriched expression of profibrotic genes,
including POSTN, TGFBR3, and fibrillar collagen genes. Interestingly, more prominent
adipogenic programming and fibrogenic programming were identified in FAPs of Wagyu
and Brahman cattle, respectively, and likely contribute to the drastic differences in beef
quality between the two breeds. The specific early expression of CFD in FAPs of young
Wagyu calves likely predispose them to adipogenesis. Moreover, similar adipogenic FAPs
were identified in humans and non-human primates but not rodents, suggesting common
transcriptional programming of FAPs among larger mammals [116]. PDGFRA+ FAPs have
also been identified in IMAT of swine [117] and beef cattle cultured satellite cells [127] and
remain an important focus of research given their potential for modulating intramuscular
adipose development.

4.2. Mature Adipocytes

Until recently, only two major types of adipocytes were recognized in humans based
on adipose tissue type: white (UCP1-) and brown (UCP1+) adipocytes. Similarly to the
discovery of a repertoire of transcriptionally and functionally distinct ASPCs in WAT, single-
cell technologies have facilitated the characterization of distinct adipocyte subtypes that
are not readily distinguished by their morphology, but play distinct metabolic functions
varying across depots and health status in human and animal models [33,93,104].

A limitation of scRNAseq analysis of adipose tissue is that mature adipocytes are
missing in datasets as they cannot be sorted by microfluidics because of their large size
and high buoyancy (Figure 1). To overcome this, several research groups have developed
methods to isolate and sequence single nuclei extracted from adipose tissues [33,93,112].
In this section, we describe distinct mature adipocyte subtypes that have been reported in
human, mice, and livestock models.

4.2.1. Mouse Models

A few studies using scRNAseq of adipose tissue have identified clusters of small,
differentiating adipocytes that were mixed within the SVF prior to single-cell suspension
preparations [20,21,105]. For example, Merrick et al. found a small group of cells (Group
7), which were classified as “adipocytes” because they lacked expression of progenitor
markers and expressed high levels of Adipoq, Plin1, and Car3, which are known signature
genes for mature adipocytes [21]. Similarly, Burl et al. [105] reported a group of newly
formed adipocytes or differentiating ASPCs, which did not contain enough intracellular
lipids to be buoyant and were copurified with the adipose tissue SVF.

Using snRNAseq analysis, Emont et al. [93] identified six transcriptionally distinct
mouse mature adipocyte (mAd1-6) subtypes in inguinal and perigonadal WAT, all ex-
pressing Adipoq, which were clearly distinct from human adipocyte subtypes and did not
demonstrate a depot-enrichment. Notably, changes in the abundance of specific adipocyte
subtypes were dependent on a high-fat diet (HFD). An HFD reduced the proportion
of adipocyte subtypes expressing high Ces1f (mAd1) and Apoe (mAd3) and increased
the abundance of high Cacna1a (mAd4) adipocytes and the lipogenic adipocyte subtype
characterized by high Prune2 (mAd5). Functional analysis revealed an association of HFD-
associated adipocytes with pathways related to hypoxia, cytoskeleton remodeling and
inflammation, and insulin resistance. Notably, no thermogenic mouse adipocyte subtype
was identified. However, when excluding HFD-associated adipocyte populations from the
analysis and sub-clustering mAd1, the authors observed the presence of three adipocyte
subtypes expressing thermogenic beige adipocyte markers, such as Prdm16, Ppargc1a, Ucp1,
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and Cidea, which were enriched in inguinal vs. perigonadal fat. In summary, the Emont
et al. [93] results demonstrate diet-dependent effects on adipocyte abundance and profiles
in distinct adipose tissue depots. A group adipocytes was also identified in VAT of mice by
Sárvári et al. [95], characterized by high expression of Lipe, Plin4, and Pparg. Interestingly,
the abundance of adipocytes was decreased in VAT samples from obese mice compared
to lean mice, partially explained by a simultaneous increase in the abundance of immune
cells in the same tissue samples [95].

4.2.2. Human Models

In a recent study by Emont et al. [93], seven distinct subpopulations of ADIPOQ+

mature adipocytes were identified, with strong depot-specificity. Of the seven adipocyte
subpopulations, four were found primarily in SAT (GALNT13+, PNPLA3+, GRIA4+, and
AGMO+), while two were found primarily in VAT (TNFSF10+ and EBF2+). Further analysis
of each of the adipocyte subpopulations highlighted the potential link between adipocyte
diversity and depot-specific functional differences, with PNPLA3+ and GRIA4+ adipocytes
from SAT exhibiting more adipogenic profiles and EBF2+ adipocytes from VAT exhibit-
ing a thermogenic profile. An additional adipocyte subpopulation, PGAP1+, was evenly
distributed between SAT and VAT and exhibited a more lipolytic expression profile. Inter-
estingly, proportions of GRIA4+ and AGMO+ adipocytes were negatively correlated with
BMI, whereas the proportion of PGAP1+ adipocytes was positively correlated with BMI
suggesting a link between obesity and changes in specific adipocyte subtype function.

Similarly to the Rosen group’s methodology [93], Lumeng’s group performed snR-
NAseq analysis in human abdominal SAT and omental VAT and reported seven tran-
scriptionally distinct mature adipocyte populations [112]. Interestingly, the proportion of
mature adipocytes in SAT was twice as high as in VAT and enriched for ECM, integrin, and
adipogenic gene pathways genes compared to an enrichment for mesothelial and nuclear
receptor genes in VAT adipocytes. The most frequent adipocyte subtype (C0) expressed
ITGB1/CD29. Additionally, the group identified adipocyte subtypes with high expres-
sion of multiple markers of FA-ASPCs (DCN, F3, LUM, NEGR1) and IM-ASPCs (TM4SF1,
DPP4), thus suggesting that distinct adipocyte types retain expression of signature ASPC
marker genes. Unfortunately, the limited sample size did not allow the authors to assess
the associations between specific adipocyte types and obesity and type 2 diabetes. How-
ever, the authors reported that VAT adipocytes from lean subjects were enriched for fatty
acid catabolic genes and genes relating to corticosteroid responses, compared with VAT
adipocytes from subjects with obesity, thus suggesting alterations on adipocyte function
depending on BMI.

In their study of human SAT, Whytock et al. [111] described adipocytes (DGAT2, PLIN1,
LEP, ADIPOQ, PPARG, LIPE, FABP4, SAA1) as the most abundant cell type, with distinct
transcriptional differences between three subpopulations representing different stages of
adipocyte maturation. One of the subpopulations were considered as early adipocytes,
characterized by high expression of early adipogenic genes (CEBPA, STAT5A) and genes
associated with lipid droplet formation (SYNGR2, PLIN4, CES1). A second subpopulation
of adipocytes were considered as mature glycolytic adipocytes, characterized by a high
expression of glucose homeostasis (MLXIPL, PIK3CA, HK2) and insulin signaling genes
(IRS1, IRS2, PIK3CA). The third subpopulation of adipocytes were characterized by the
highest expression of mature adipocyte markers (LEP, ADIPOQ, PPARG, SAA1) and were
considered fully developed adipocytes [111].

A recent manuscript integrated single cell transcriptome data from 10 distinct studies,
from which seven snRNAseq data sets were analyzed for adipocyte heterogeneity in
subcutaneous, omental, and perivascular adipose tissue depots [128]. The study revealed
that adipocytes constitute ±20% of human white adipose tissue cell population but present
a lower degree of heterogeneity compared to other cell types and a limited number of
reproducible adipocyte marker genes among studies. Surprisingly, adipocyte signature
genes (e.g., LEP, PLIN4, SAA1, RBP4) were absent or lowly expressed in snRNAseq datasets.
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Yet, genes involved in lipid metabolism, such as ABCD2, ACACB, CD36, DGAT2, GPAM,
HACD2, and LPL seem to be found in most of identified adipocyte subtypes.

4.2.3. Livestock Models

In livestock species, only limited data are available regarding mature adipocyte het-
erogeneity. Consistent with ASPC diversity, our study utilizing snRNAseq analysis of dairy
cows SAT and VAT identified four distinct mature adipocyte subtypes across depots that
selectively expressed ADIPOQ and/or LEP [33]. Our results demonstrated that ADIPOQ
and LEP protein were not expressed by all adipocytes, implying functional differences
or distinct lineages of adipocytes. We observed that one population of adipocytes (AD1)
had an adipogenic-ASPC1-like profile with a high expression of classical lipid synthe-
sis regulators (PPARG, FASN, GPAM, INSG1, and ZNF106) and downregulation of ECM
genes. In contrast, AD2 and AD3 had an FAP-like profile expressing PDGFRA, ECM genes
(DCN, FBN1, LAMA2, and COL1A1/A2), and genes associated with lipid synthesis, such as
ADIRF, SCD, FABP4, AGPAT2, APOE, and LPL. AD4 had a unique profile with high LPIN1,
CSF1, and collagens expression. These results suggest that distinct ASPC subpopulations
give rise to distinct adipocyte types in bovine adipose tissue; however, the functional
characterization of these subpopulations needs to be established.

Single-cell analyses have also been performed in other livestock species. In breast
muscle of chickens at 5 and 100 days old, two different mature adipocyte populations were
identified at day 5, and one mature adipocyte population was identified at day 100 [129].
Canonical adipocyte marker genes such as ADIPOQ and FABP5 were characteristic of
one of the day-5 adipocyte populations, while the other population exhibited increased
expression of other genes associated with lipid accumulation including GPX3, APOA1,
COL1A1, and COL6A3. The adipocyte population identified at day 100 exhibited a similar
expression profile to the adipocyte subpopulations identified at day 5, although made
up a smaller percentage of total identified cells. Evaluating adipocyte populations in
longissimus dorsi samples of swine with high and low degrees of intramuscular fat, Wang
et al. [117] identified three (DGAT2+/SCD+, FABP5+/SIAH1+, PDE4D+/PDE7B+) different
mature adipocyte subpopulations. Among these subpopulations, the DGAT2+/SCD+ and
FABP5+/SIAH1+ adipocytes made up a higher percentage of total adipocytes in the samples
from animals with higher intramuscular fat. These findings highlight adipocyte diversity
in IMAT in livestock and suggest that changes in the transcriptional profile of adipocytes
contribute to the development of this adipose tissue depot. Future studies similar to the
work of Li et al. [129] that evaluate adipocyte transcriptomic profiles in IMAT at different
livestock production stages will be necessary for understanding how IMAT develops and
how this process may be modulated to improve animal meat products.

5. Transcriptional Diversity of Adipose Tissue Immune Cells

The network of immune cells in white adipose tissue represents an important link
between metabolic and immune function and these cells are implicated both in the pre-
vention and pathogenesis of metabolic disease and inflammation. Recent sc/snRNASeq
approaches have provided critical insight into the specific types of immune cells present in
adipose tissue as well as transcriptional changes that occur in these cells during different
metabolic conditions.

5.1. Mouse Models

In their study on β3-adrenergic stimulation in mice, Burl et al. [105] identified popula-
tions of macrophages (C1qa, Trem2, Adgre1, Spp1) and natural killer and T cells (NKT; Nkg7),
as well as a population of mixed macrophages and dendritic cells (Cd74) in epididymal
VAT. Notably, β3 stimulation resulted in an increase in the abundance of macrophages
and a decrease in the abundance of NKT cells in adipose tissue. Additionally, the authors
described a subpopulation of lipid-associated macrophages characterized by a high expres-
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sion of Spp1, Cd36, Fabp5, Lpl, and Lipa and suggested to be involved in the clearance of
dead adipocytes and stimulation of adipogenesis by new adipocytes.

Nine distinct immune cell subpopulations were identified in VAT (epididymal adi-
pose tissue) from obese and lean mice by Sárvári et al. [95], six of which were classified
as macrophages (Adgre1, Lyz2, Ccl6), with one subpopulation of dendritic cells (Cd244a,
Cd209a), one subpopulation of T cells (Skap1), and one subpopulation of B cells (Ms4a1,
Cd79a, Cd79b). Among macrophages, the authors identified subpopulations of perivas-
cular macrophages (Mrc1, Lyve1, Cd163), lipid-associated macrophages (Lpl, Trem2, Cd9),
non-perivascular macrophages (Fcrls, Ear2), collagen-expressing macrophages (Col5a2,
Tgfbr3, Col3a1), proliferating lipid-associated macrophages (Pola1, Kif11, Kif15) and regula-
tory macrophages (Prg4, Tgfb2, Ltbp1). Notably, the authors found a dramatic increase in
lipid-associated and proliferating lipid-associated macrophages in obese mice, and a shift
in the transcriptional profile of perivascular and non-perivascular macrophages towards
increased expression of lipid metabolism genes (Pparg, Lpl) compared to lean mice.

5.2. Human Models

Strieder-Barboza identified macrophage (MAC; MERTK, CD163), dendritic cell (DC;
CD1D, FLT3), T cell, and NK cell (SKAP1) populations that were similarly distributed across
human abdominal SAT and omental VAT [112]. Four major MAC subtypes were identified
including lipid-associated macrophages (LAM) expressing high ITGAX, TREM2, CD9,
and CD52, and two MRC1/CD206+ MAC subtypes expressing marker genes of resident
macrophages such as F13A1, PDGFC, and LYVE1, as previously reported [130]. Another
resident macrophage was identified by the lower MRC1 expression and the unique TIMD4
expression [131]. Emont et al. [93] also identified a range of immune cells in human SAT and
VAT samples including macrophages (MAFB, CYBB), monocytes (CYBB, CSF3R), dendritic
cells (FLT3), mast cells (CPA3), neutrophils (CSF3R), B cells (MS4A1), NK cells (KLRD1),
and T cells (IL7R). While Emont et al. [93] included mouse adipose tissue samples in their
analysis, they did not identify major differences between mouse and human immune cells.

Analyzing SAT and VAT samples from human patients undergoing bariatric surgery,
Vijay et al. [20] found a similar panel of immune cells including naïve T cells (IL7R),
activated T cells (CCL5, IL32), NK cells (NKG7), as well as a subpopulation of dysfunc-
tional T cells characterized by high expression of the metallothioneins MT1F and MT1G.
Macrophages (CD68) were also identified in this study, including a subpopulation of lipid-
associated macrophages characterized by a high expression of lipid metabolism-related
genes (LIPA, LPL, CD36, FABP4), as well as subpopulations of pro-inflammatory (CXCL3,
CXCL8, IL1B) and anti-inflammatory (FOLR2, KLF4) macrophages. Dendritic cells, char-
acterized by a high expression of HLA genes, and B cells (IGKC, CD79A, CD37) were
also identified in these adipose tissue samples [20]. Resident (CD14, CD8, CD163) and
pro-inflammatory (ITGAX, CD86, TREM2) macrophages were also described by Whytock
et al. [111] in human SAT. Immune cells were identified in the integrated dataset of human
white adipose tissue samples described by Massier et al. [128], including B cells (MS4A1),
mast cells (CPA3), T, NK, and NKT cells (CD3D), and a large group of cells including
macrophages, dendritic cells, and monocytes (MRC1, CD11c, MRC1, FABP4). Innate lym-
phoid cells (ILCs) have only recently been characterized as important components of the
innate immune system and are typically associated with their roles at mucosal barriers;
however, Hildreth et al. [109] identified a subpopulation of ILCs in human SAT, character-
ized by high expression of KLRB1, KIT, CD200R1, and CCR6. Supporting the findings of
Sárvári et al. [95] and Vijay et al. [20], Hildreth et al. [109] also identified a subpopulation
of lipid-associated macrophages (TREM2, CD9, LPL), that were in greater abundance in
SAT samples from obese patients compared to lean patients.

Analyzing fatty infiltration in human skeletal muscle, Fitzgerald et al. [115] identified
a general population of macrophages (MRC1, C1QA) as well as a subpopulation of inflam-
matory macrophages (CD68, PECAM1), but did not describe the presence of additional
immune cell populations.
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5.3. Livestock Models

Our recent snRNAseq data on dairy cows’ abdominal SAT and omental VAT revealed
populations of macrophages, and natural killer and T cells, and a significant increase
in the abundance of these immune cell populations in VAT vs. SAT, specifically on the
proportion of lipid-associated macrophages (LAM) [33]. Macrophages (MAC) expressing
MRC1 and MSR1 corresponded to nearly 10% of all adipose tissue nuclei and were the most
heterogenous cell type in the adipose tissue of dairy cows. We identified five distinct MAC
subtypes, including two subtypes of LAMs (FABP4, LPL, CD36, FASN, CD9), perivascular
MACs, M2-like MACs (CD163, CD206), and a MAC subtype enriched for complement
genes (C3, CFI, CFB) and S100A12 and S100A8, suggesting these cells were likely monocytes
or differentiating macrophages [20]. Dairy cow adipose tissue MAC subpopulations were
similar to the ones identified via snRNAseq across human SAT and VAT [112]. Notably, we
also identified a SAT-specific MAC subtype characterized by ABL1, SPTBN1, ZBTB16, and
ASAMTSK3. In addition to MAC, our snRNAseq data also revealed a cluster of cells that
were enriched for gene markers of T cells (CCL5, CD3E, CD2, CD247, CD52) and natural
killer cells (NKG7, CTSW) comprising nearly 3% and 1.3% of total nuclei in VAT and SAT,
respectively. Our data on the immune cell abundance and heterogeneity in the SAT and
VAT of dairy cows highlighted depot specificities and potential distinct functional roles
for immune cell subtypes, particularly macrophages. However, the specific roles of MAC
and NKT populations in the SAT and VAT of dairy cows and how they underly health and
disease statuses are yet to be elucidated.

In other animal models, Li et al. [129] did not detect any immune cells in the breast
muscle of chicken at either 5 and 100 days old, whereas a distinct population of myeloid-
derived cells (MRC1) and a population of general immune cells (CD3E) were identified in
the IMAT of pigs [117].

6. Transcriptional Diversity of Adipose Tissue Vascular Cells

The vascular system plays an important role in adipose tissue, providing nutrients and
oxygen to support adipose tissue development and expansion. Single-cell and single-nuclei
RNA sequencing have significantly improved our understanding of the complexity of
endothelial cells in adipose tissue, highlighting depot-specific differences in vascular and
lymphatic networks. According to a recent study, adipose tissue vascular cells are broadly
divided into four major groups, including vascular endothelial cells, lymphatic endothelial
cells, vascular smooth muscle cells, and pericytes [128]. In this section, we will discuss
current data on all four groups of vascular cells divided by model type.

6.1. Mouse Models

Endothelial cells were identified in VAT of β3-adrenergic stimulated mice by Burl
et al. [105], characterized by a high expression of Cldn5, Aqp7, Cdh5, Kdr, Aqp1, and Flt1.
In addition, the authors identified a population of cells expressing smooth muscle and
pericyte markers such as Myl9 and Steap4. Three clusters of endothelial cells were identified
by Sárvári et al. [95] including vascular cells (Vegfc, Vcam1, Vwf ), lymphatic cells (Lepr,
Ccl21a, Lyve1) and endothelial progenitor cells (Cdh5, Kdr, Flt1) in VAT samples from lean
and obese mice, with an increase in the expression of pro-inflammatory cytokines (Cxcl13,
Ccl8, Ccl9, Ccl6) among these cells in the obese animals. Mice were also included in the
study performed by Emont et al. [93]; however, the main subpopulations identified were
conserved between humans and mice.

6.2. Human Models

The recent study by Massier et al. [128], integrating 17 distinct white adipose tissue
sc/snRNAseq databases, highlights that vascular cells comprise nearly 15% of all human
adipose cell types and present angio- and adipogenic gene profiles. Notably, Strieder-
Barboza et al. report that more than 30% of all SAT cells are composed of vascular cells [112],
including lymphatic (high PROX1 and no VWF) and venous (NR2F2, EPHB4, and SNTB)
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endothelial cells, a putative endothelial cell progenitor subpopulation expressing low VWF
and high EFNB2, and pericytes (NOTCH4, DLL4, JAG2, HEY1). Similarly to what was
reported by Massier et al. [128], vascular cells expressed genes involved in lipid metabolism,
such as PPARG, FABP4, and ZNF423, with these cells containing adipogenic potential [112].

Working with their large dataset, Massier et al. [128] identified multiple unique vas-
cular cell clusters including capillary cells (CD36, BTNL9), venous cells (EPHB6, ACKR1),
artery cells (EFNB2), pericytes (PDGFRB, CSPG4, RGS5), lymphatic cells (PROX1, LYVE1),
and smooth muscle cells (ACTA2, MYH11, TAGLN) [128]. Similar types of cells were iden-
tified in human SAT and VAT by Emont et al. [93], including lymphatic endothelial cells
with high expression of PROX1, pericytes (STEAP4), and smooth muscle cells (MYOCD).
General endothelial cells (PECAM1, CDH5) were also identified in human skeletal muscle
by Fitzgerald et al. [115] and by Hildreth et al. [109] in another set of human SAT samples.

Three clusters of endothelial cells, characterized by a high expression of GNG11
and SEPW1, were identified in the human SAT and VAT samples described by Vijay
et al. [20] including one subpopulation that expressed classical endothelial markers such as
VCAM1, ICAM1, PECAM1, and VWF. Another subpopulation was identified as lymphatic
endothelial cells based on the high expression of LYVE1. Notably, a subpopulation of
endothelial cells with high expression of lipid metabolism associated genes (FABP4, CD36)
was also identified and suggested to be a population of microvascular endothelial cells. A
similar subpopulation of lipid-related endothelial cells (FABP4, CD36) was identified in
the study of Whytock et al. [111] in human SAT. While several studies have reported the
presence of transcriptionally diverse populations of vascular cells in human white adipose
tissues, how their function may differ among depots and in distinct metabolic and disease
states remains a knowledge gap.

6.3. Livestock Models

Our recent sc/snRNAseq studies of bovine skeletal muscle and adipose tissue iden-
tified both blood (VWF+) and lymphatic (LYVE1, MMRN1) endothelial cells and mural
cells (ACTA2) [33,116]. Moreover, possibly due to the larger number of genes identified
via scRNAseq vs. snRNAseq, clusters corresponding to venular (AQP1) and non-venular
blood endothelial cells were identified. For the same reason, in beef cattle, we were able to
further separate muscle mural cells into pericytes (PDGFRB) and arterial (MYH11, CSPG4)
and venous (MYH11+, CSPG4-) vascular smooth muscle cells. This is similar to what has
been previously reported in the adipose tissue of other species, such as human [93,124,132],
pig [113], and mouse [93]. In contrast, in dairy cows’ adipose tissue, we were not able to
separate pericytes (NOTCH3, PDGFRB) from smooth muscle cells (ACTA2, MYL9) using
snRNAseq, which together corresponded to nearly 3% of all nuclei across SAT and VAT
samples [33].

Besides the common presence of vascular cells among adipose depots, breeds, and
species, some differences were also noticed. A larger population of blood endothelial cells
was identified in bovine SAT than VAT [33], similar to that observed by Lumeng’s group
in human adipose tissue [112]. More abundant vascular cells were found in Wagyu than
Brahman skeletal muscle [116]. These differences are highly correlated with physiological
differences. The less developed vascular system in VAT vs. SAT likely makes VAT more
vulnerable to hypoxia and hypoxia-induced adipocyte apoptosis in VAT. Similarly, the more
abundant vascular cells in Wagyu muscle likely contribute to the stronger accumulation of
IMAT in Wagyu as the vascular system supports adipogenesis. We found that Wagyu FAPs
are more pro-angiogenic and have a stronger communication with endothelial cells through
VEGFA-VEGFRs [116]. Future studies could focus on defining the communications between
different subtypes of vascular cells and non-vascular cell types, such as ASPC, adipocyte,
and immune cell, to understand their regulatory roles in adipose tissue physiology and
pathology.

Endothelial cell (PECAM1) populations have also been identified in IMAT of pigs,
in which animals with higher marbling showing a greater abundance of endothelial
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cells [117]. Additionally, Wang et al. [113] identified three functionally distinct endothelial
cell (PECAM1, VWF) populations in pig adipose tissue including proliferating endothelial
cells (CENPF, CENPE, TOP2A, TPX2), immune-active endothelial cells characterized by
high expression of complement system genes (C1QA, C1QB, C1QC), cathepsins (CTSS,
CTSD, CTSB, CTSZ) and cystatins (CST3, CSTB), as well as a population of endothelial–
mesenchymal transitional cells (ACTA2, TAGLN). In the breast muscle of chickens, a cluster
of endothelial cells (TMSB4X, GNG11, RHOA) was identified at 100 days old, but not
5 days old [129]. Similarly to humans, further studies are required to elucidate the vascular
cell diversity and function in adipose tissue of animals in distinct productive stages and
their potential role on meat quality and disease pathogenesis.

7. Mesothelial Cells: A Depot-Specific, Heterogenous Cell Type

The cell type compositions are generally similar among all WAT depots. For instance,
studies have suggested that essentially all white adipocytes are derived from Pdgfra+

ASPCs; however, human mesothelial cells also express PDGF and PDGFRA [133]. In fact,
Emont et al. recently demonstrated that PDGFRA and PDGFRB are expressed not only
by human ASPCs, but also by mesothelial cells, mature adipocytes, T cells, macrophages,
and endothelial cells [93]. Several studies have reported mesothelial cell-like ASPCs as
a VAT-specific cell type, varying in adipogenic capacity depending on their gene profile
and location [134]. Mesothelial cells are epithelial cells of mesodermal origin that form a
monolayer (mesothelium) lining the visceral serosa [19]. The function of mesothelial cells
in adipose tissue remains unresolved and most single-cell studies from mice and humans
do not differentiate mesothelial cells from other ASPC types.

An elegant lineage-tracing study by Chau et al. [135] using Wt1-CreERT transgenic
mice, characterized the ex vivo adipogenic differentiation of mesothelium and revealed
a higher percentage of adipocyte differentiation in intra-abdominal fat depots including
epididymal (77%) and epicardial WAT (66%), followed by omental WAT (47%) and mesen-
teric WAT (28%). Interestingly, no labeled adipocytes were observed in subcutaneous
WAT or brown adipose tissue. Consistently, it was recently reported that Wt1 lineage cells
specifically contribute to VAT but not SAT development [101]. Our recent lineage-tracing
study identified the unique expression of Tcf21 in all VAT ASPCs [101]. Single-cell RNA
sequencing analysis showed that Wt1 and Tcf21 have a similar expression pattern in VAT in
a mice model; however, Tcf21 is specifically expressed in Pdgfra+ ASPCs, while Wt1 is also
expressed in Pdgfra− cells, likely including mesothelial cells [101].

Hepler et al. [19] also revealed a Pdgfrb+ (CD31−/CD45−) Ly6c−/Cd9+ mesothelial-cell
like subpopulation in VAT of mice, further characterized by the expression of classical
mesothelial cell markers, including Krt18, Pkhd11b, Upk1b, Msln, Krt8, Krt19 and Upk3b.
While VAT mesothelial cells lacked adipogenic capacity in vitro, they did not demonstrate
any anti-adipogenic effects, as observed with the Ly6c+/Pdgfr+ (FIPs), which inhibited ASPC
differentiation. A similar population of mesothelial cells was described by Sárvári et al. [95]
in their mouse VAT samples, characterized by high expression of typical mesothelial cell
markers Upk3b and Msln, as well as Gpm6a.

In human adipose tissue, Emont et al. [93] identified three distinct MSLN+/KRT19+

mesothelial subpopulations in human VAT (GYPA+, GALNT15+ and LOXHD1+) and mouse
perigonadal adipose tissue (Cdh12+, Fth1+, Nalcn+). Only two subpopulations were found
to be associated with obesity, with a lower proportion of GYPA+ and a higher proportion
of GALNT15+ mesothelial cells in subjects with higher BMIs. While Strieder-Barboza’s
work did not identify specific populations of mesothelial cells, the authors report a VAT-
specific inflammatory-mesothelial-like ASPC (IM-ASPC) population located on the surface
lining of AT, consistent with mesothelium [112]. Additionally, the transcriptional profile of
these IM-ASPC were similar to the one reported in MSLN+ VP1/VP3 of Vijay et al. [20],
reinforcing a mesothelial origin for IM-ASPCs.

In adipose tissue of dairy cows, we observed a striking difference in the frequency of
mesothelial cells (ME; MSLN+), which were mostly absent in abdominal SAT (0.3% of all
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nuclei) compared to omental VAT (15% of all nuclei) [33]. These results agree with previous
snRNAseq and scRNAseq studies in mouse and human models, which indicate a specific ex-
pression of mesothelial markers in VAT [20,93]. In our study with bovine adipose tissue, all
ME expressed both MSLN and KRT19, similarly to the recently reported in human VAT [93].
Sub-cluster analysis of mesothelial cells revealed three transcriptional distinct subpopula-
tions characterized by the selective expression of WT1 and UPK3B: ME1 was WT1+UPK3B-,
ME2 was WT1+UPK3B+, and ME3 WT1-UPK3B- [33]. Previous studies in mice have re-
ported that WT1+ ME cells were VAT-specific ASPCs that become adipocytes [135], while
others have indicated that KRT19+ ME were not a source of adipocytes in mice [134]. While
we did not evaluate the adipogenic capacity of bovine adipose tissue mesothelial cells, ME2
was enriched for genes associated adipogenesis (CD34, IGF2), inflammation (C3, CFB, C1S,
and CD99), and fibrosis (CD9, SPARC, COL8A1) [33]. Thus, establishing the differences
between distinct mesothelial cell subtypes and ASPCs is key to understanding the role of
these cells on adipose tissue function and dysfunction.

8. Conclusions and Future Directions towards the Use of Single-Cell Analyses to
Address Livestock Health and Production

The extensive research discussed in this review highlights the role of adipose depots
not as inert energy storage sites, but as dynamic tissues with considerable functional
and cellular heterogeneity. Building upon the findings of prior FACS and lineage tracing
investigations, single-cell and single-nuclei sequencing techniques have been essential
for identifying and characterizing adipose tissue cell types, as well as for generating
hypotheses linking depot-specific transcriptional and functional differences. While most of
the adipose tissue research is performed in the context of human health and disease, there
is significant potential for further investigations in livestock with implications for animal
health and production. With the increasing application of single-cell omics technologies
in the field of adipose tissue biology, we expect more exciting research exploring adipose
tissue complexity and identifying species-, breed-, depot-, and age-specific characteristics
of adipose tissue.

There is great potential for the application of single-cell technologies in bovine systems,
particularly in the context of animal health and productivity. For beef cattle, increased
deposition of IMAT (marbling) is highly desirable to improve meat quality. However, since
the development and accumulation of IMAT is usually posterior to those of SAT and VAT,
promoting IMAT formation through nutritional management is usually accompanied by
even greater increases in SAT and VAT, which have minimal economic value. Significant
efforts have been made to identify differentially expressed genes among depots, which
can be targeted for depot-specific manipulation of fat accumulation. However, due to
differences in the complex cell-type composition among depots, it is very difficult to select
effective genes using the conventional bulk sequencing techniques and design efficient
strategies. Through single-cell analyses, differences in cell types directly contributing to
adipogenesis, such as FAPs and adipocytes, can be compared precisely among depots
to identify possible genes responsible for differential fat accumulation among depots.
Moreover, owing to the high resolution of single-cell sequencing, other unique and common
cell types indirectly regulating adipogenesis, such as mesothelial cells, vascular cells,
and immune cells may also be subjected to comparative analyses to identify additional
contributing factors. These studies may eventually lead to the development of appropriate
strategies that specifically increase IMAT formation, while limiting excessive SAT and
VAT deposition [136,137]. Moreover, differentially expressed genes identified through
comparative studies of different individuals and breeds may serve as markers in marker-
assisted breeding, which may facilitate the selection of animals with desired traits.

In dairy cows, the transition between pre- and postpartum remains a critical period
that leaves cows vulnerable to a host of diseases as well as metabolic dysfunction [138].
Characterizing this transition period are dramatic changes in lipid and energy metabolism,
forcing cows into a state of enhanced lipolysis and limited lipogenesis [139]. While these
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shifts in metabolic function are necessary to accommodate the sudden demand for milk
production, cows that are unable to adequately adapt to these conditions are susceptible to
developing metabolic diseases such as ketosis, as well as experience reduced milk produc-
tion and compromised reproductive performance [140]. Hence, a better understanding of
the factors that drive these metabolic changes and maladaptation at the cellular level re-
mains necessary. In line with significant research endeavors into cancer biology and tumor
heterogeneity in humans, single-cell applications in dairy cows will provide insight into
the types and abundance of cells, as well as specific target genes in different depots and in
different production stages or disease conditions. This will aid in the identification of new
biomarkers and the development of targeted therapeutic strategies to prevent metabolic
dysfunction and disease in dairy cows.

Other than the more widely used sc/snRNAseq technique, other sc/sn omics tech-
niques can be additional powerful tools in the study of cattle and other livestock species.
Even though many of these techniques are becoming increasingly popular in the biomedi-
cal field, their utilization in livestock research is still sparse. One such technique that has
been commercialized is the sc/snATACseq. With the sc/snRNAseq+ATACseq multi-omics
strategy, researchers will have the opportunity to study the epigenetic regulation of adipo-
genesis and other cell activities in cattle and identify key transcription factors regulating
these processes.

Author Contributions: Conceptualization, C.S.-B. and H.F.; writing—original draft preparation,
C.S.-B., H.F., X.F. and Q.L.; writing—review and editing, C.S.-B., H.F., X.F. and Q.L. All authors have
read and agreed to the published version of the manuscript.

Funding: This manuscript was supported in part by the intramural research program of the U.S.
Department of Agriculture, National Institute of Food and Agriculture, Animal Health and Produc-
tion and Animal Products: Improved Nutritional Performance, Growth, and Lactation of Animals
(Accession number: 1030055 and 1027937). The findings and conclusions in this publication have not
been formally disseminated by the U. S. Department of Agriculture and should not be construed to
represent any agency determination or policy.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: No unpublished data presented in this review.

Acknowledgments: The authors thank Oscar Benitez and Jean Fiallo for assisting with the graphic
design of the figures, and Bridger Sparks for editing and revising the manuscript.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Harvey, I.; Boudreau, A.; Stephens, J.M. Adipose tissue in health and disease. Open Biol. 2020, 10, 200291. [CrossRef] [PubMed]
2. Komolka, K.; Albrecht, E.; Wimmers, K.; Michal, J.J.; Maak, S. Molecular heterogeneities of adipose depots-potential effects on

adipose-muscle cross-talk in humans, mice and farm animals. J. Genom. 2014, 2, 31. [CrossRef] [PubMed]
3. Corvera, S. Cellular Heterogeneity in Adipose Tissues. Annu. Rev. Physiol. 2021, 83, 257–278. [CrossRef] [PubMed]
4. Astori, G.; Vignati, F.; Bardelli, S.; Tubio, M.; Gola, M.; Albertini, V.; Bambi, F.; Scali, G.; Castelli, D.; Rasini, V.; et al. “In vitro” and

multicolor phenotypic characterization of cell subpopulations identified in fresh human adipose tissue stromal vascular fraction
and in the derived mesenchymal stem cells. J. Transl. Med. 2007, 5, 55. [CrossRef]

5. Lei, Y.; Tang, R.; Xu, J.; Wang, W.; Zhang, B.; Liu, J.; Yu, X.; Shi, S. Applications of single-cell sequencing in cancer research:
Progress and perspectives. J. Hematol. Oncol. 2021, 14, 91. [CrossRef]

6. Ibrahim, M.M. Subcutaneous and visceral adipose tissue: Structural and functional differences. Obes. Rev. 2010, 11, 11–18.
[CrossRef]

7. Arner, P. Obesity and the adipocyte. Regional adipocity in man. J. Endocrinol. 1997, 155, 191–192. [CrossRef]
8. Johannsen, D.L.; Tchoukalova, Y.; Tam, C.S.; Covington, J.D.; Xie, W.T.; Schwarz, J.M.; Bajpeyi, S.; Ravussin, E. Effect of 8 Weeks of

Overfeeding on Ectopic Fat Deposition and Insulin Sensitivity: Testing the “Adipose Tissue Expandability” Hypothesis. Diabetes
Care 2014, 37, 2789–2797. [CrossRef]

9. Wronska, A.; Kmiec, Z. Structural and biochemical characteristics of various white adipose tissue depots. Acta Physiol. 2012, 205,
194–208. [CrossRef]

https://doi.org/10.1098/rsob.200291
https://www.ncbi.nlm.nih.gov/pubmed/33292104
https://doi.org/10.7150/jgen.5260
https://www.ncbi.nlm.nih.gov/pubmed/25057322
https://doi.org/10.1146/annurev-physiol-031620-095446
https://www.ncbi.nlm.nih.gov/pubmed/33566675
https://doi.org/10.1186/1479-5876-5-55
https://doi.org/10.1186/s13045-021-01105-2
https://doi.org/10.1111/j.1467-789X.2009.00623.x
https://doi.org/10.1677/joe.0.1550191
https://doi.org/10.2337/dc14-0761
https://doi.org/10.1111/j.1748-1716.2012.02409.x


Biology 2023, 12, 1289 23 of 28

10. Gotoh, T.; Nishimura, T.; Kuchida, K.; Mannen, H. The Japanese Wagyu beef industry: Current situation and future prospects—A
review. Asian-Australas. J. Anim. Sci. 2018, 31, 933. [CrossRef]

11. Wheeler, T.L.; Cundiff, L.V.; Koch, R.M. Effect of marbling degree on beef palatability in Bos taurus and Bos indicus cattle1. J.
Anim. Sci. 1994, 72, 3145–3151. [CrossRef] [PubMed]

12. Haczeyni, F.; Bell-Anderson, K.S.; Farrell, G.C. Causes and mechanisms of adipocyte enlargement and adipose expansion. Obes.
Rev. 2018, 19, 406–420. [CrossRef] [PubMed]

13. Skurk, T.b.-H.C.; Herder, C.; Hauner, H. Relationship between adipocyte size and adipokine expression and secretion. J. Clin.
Endocrinol. Metab. 2007, 92, 1023–1033. [CrossRef] [PubMed]

14. De Koster, J.; Van den Broeck, W.; Hulpio, L.; Claeys, E.; Van Eetvelde, M.; Hermans, K.; Hostens, M.; Fievez, V.; Opsomer, G.
Influence of adipocyte size and adipose depot on the in vitro lipolytic activity and insulin sensitivity of adipose tissue in dairy
cows at the end of the dry period. J. Dairy Sci. 2016, 99, 2319–2328. [CrossRef] [PubMed]

15. Strieder-Barboza, C.; Thompson, E.; Thelen, K.; Contreras, G.A. Technical note: Bovine adipocyte and preadipocyte co-culture as
an efficient adipogenic model. J. Dairy Sci. 2019, 102, 3622–3629. [CrossRef]

16. Depreester, E.; De Koster, J.; van Poucke, M.; Hostens, M.; Van den Broeck, W.; Peelman, L.; Contreras, G.A.; Opsomer, G.
Influence of adipocyte size and adipose depot on the number of adipose tissue macrophages and the expression of adipokines in
dairy cows at the end of pregnancy. J. Dairy Sci. 2018, 101, 6542–6555. [CrossRef]

17. Ouchi, N.; Parker, J.L.; Lugus, J.J.; Walsh, K. Adipokines in inflammation and metabolic disease. Nat. Rev. Immunol. 2011, 11,
85–97. [CrossRef]

18. Witkowska-Zimny, M.; Walenko, K. Stem cells from adipose tissue. Cell Mol. Biol. Lett. 2011, 16, 236–257. [CrossRef]
19. Hepler, C.; Shan, B.; Zhang, Q.; Henry, G.H.; Shao, M.; Vishvanath, L.; Ghaben, A.L.; Mobley, A.B.; Strand, D.; Hon, G.C.

Identification of functionally distinct fibro-inflammatory and adipogenic stromal subpopulations in visceral adipose tissue of
adult mice. eLife 2018, 7, e39636. [CrossRef]

20. Vijay, J.; Gauthier, M.-F.; Biswell, R.L.; Louiselle, D.A.; Johnston, J.J.; Cheung, W.A.; Belden, B.; Pramatarova, A.; Biertho, L.;
Gibson, M.J.N.M. Single-cell analysis of human adipose tissue identifies depot- and disease-specific cell types. Nat. Metab. 2019,
2, 97–109. [CrossRef]

21. Merrick, D.; Sakers, A.; Irgebay, Z.; Okada, C.; Calvert, C.; Morley, M.P.; Percec, I.; Seale, P. Identification of a mesenchymal
progenitor cell hierarchy in adipose tissue. Science 2019, 364, eaav2501. [CrossRef] [PubMed]

22. Anderson, E.K.; Gutierrez, D.A.; Hasty, A.H. Adipose tissue recruitment of leukocytes. Curr. Opin. Lipidol. 2010, 21, 172–177.
[CrossRef] [PubMed]

23. De Koster, J.; Strieder-Barboza, C.; de Souza, J.; Lock, A.L.; Contreras, G.A. Short communication: Effects of body fat mobilization
on macrophage infiltration in adipose tissue of early lactation dairy cows. J. Dairy Sci. 2018, 101, 7608–7613. [CrossRef] [PubMed]

24. Contreras, G.A.; Kabara, E.; Brester, J.; Neuder, L.; Kiupel, M. Macrophage infiltration in the omental and subcutaneous adipose
tissues of dairy cows with displaced abomasum. J. Dairy Sci. 2015, 98, 6176–6187. [CrossRef]

25. Contreras, G.A.; Strieder-Barboza, C.; De Koster, J. Symposium review: Modulating adipose tissue lipolysis and remodeling
to improve immune function during the transition period and early lactation of dairy cows. J. Dairy Sci. 2018, 101, 2737–2752.
[CrossRef]

26. Contreras, G.A.; Strieder-Barboza, C.; Raphael, W. Adipose tissue lipolysis and remodeling during the transition period of dairy
cows. J. Anim. Sci. Biotechnol. 2017, 8, 41. [CrossRef]

27. Divoux, A.; Clement, K. Architecture and the extracellular matrix: The still unappreciated components of the adipose tissue. Obes.
Rev. 2011, 12, e494–e503. [CrossRef]

28. Strieder-Barboza, C.; Baker, N.A.; Flesher, C.G.; Karmakar, M.; Patel, A.; Lumeng, C.N.; O’Rourke, R.W. Depot-specific adipocyte-
extracellular matrix metabolic crosstalk in murine obesity. Adipocyte 2020, 9, 189–196. [CrossRef]

29. Strieder-Barboza, C.; Baker, N.A.; Flesher, C.G.; Karmakar, M.; Neeley, C.K.; Polsinelli, D.; Dimick, J.B.; Finks, J.F.; Ghaferi, A.A.;
Varban, O.A.; et al. Advanced glycation end-products regulate extracellular matrix-adipocyte metabolic crosstalk in diabetes. Sci.
Rep. 2019, 9, 19748. [CrossRef]

30. Sbarbati, A.; Accorsi, D.; Benati, D.; Marchetti, L.; Orsini, G.; Rigotti, G.; Panettiere, P. Subcutaneous adipose tissue classification.
Eur. J. Histochem. 2010, 54, e48. [CrossRef]

31. Spencer, M.; Unal, R.; Zhu, B.; Rasouli, N.; McGehee, R.E., Jr.; Peterson, C.A.; Kern, P.A. Adipose tissue extracellular matrix and
vascular abnormalities in obesity and insulin resistance. J. Clin. Endocrinol. Metab. 2011, 96, E1990–E1998. [CrossRef] [PubMed]

32. Yamada, T.; Kawakami, S.; Nakanishi, N. Fat depot-specific differences in angiogenic growth factor gene expression and its
relation to adipocyte size in cattle. J. Vet. Med. Sci. 2010, 72, 991–997. [CrossRef] [PubMed]

33. Michelotti, T.C.; Kisby, B.R.; Flores, L.S.; Tegeler, A.P.; Fokar, M.; Crasto, C.; Menarim, B.C.; Loux, S.C.; Strieder-Barboza, C.
Single-nuclei analysis reveals depot-specific transcriptional heterogeneity and depot-specific cell types in adipose tissue of dairy
cows. Front. Cell Dev. Biol. 2022, 10, 1025240. [CrossRef] [PubMed]

34. Bartness, T.J.; Shrestha, Y.B.; Vaughan, C.H.; Schwartz, G.J.; Song, C.K. Sensory and sympathetic nervous system control of white
adipose tissue lipolysis. Mol. Cell Endocrinol. 2010, 318, 34–43. [CrossRef] [PubMed]

35. Bartness, T.J.; Song, C.K. Brain-adipose tissue neural crosstalk. Physiol. Behav. 2007, 91, 343–351. [CrossRef] [PubMed]
36. Murphy, K.T.; Schwartz, G.J.; Nguyen, N.L.; Mendez, J.M.; Ryu, V.; Bartness, T.J. Leptin-sensitive sensory nerves innervate white

fat. Am. J. Physiol. Endocrinol. Metab. 2013, 304, E1338–E1347. [CrossRef]

https://doi.org/10.5713/ajas.18.0333
https://doi.org/10.2527/1994.72123145x
https://www.ncbi.nlm.nih.gov/pubmed/7759364
https://doi.org/10.1111/obr.12646
https://www.ncbi.nlm.nih.gov/pubmed/29243339
https://doi.org/10.1210/jc.2006-1055
https://www.ncbi.nlm.nih.gov/pubmed/17164304
https://doi.org/10.3168/jds.2015-10440
https://www.ncbi.nlm.nih.gov/pubmed/26723122
https://doi.org/10.3168/jds.2018-15626
https://doi.org/10.3168/jds.2017-13777
https://doi.org/10.1038/nri2921
https://doi.org/10.2478/s11658-011-0005-0
https://doi.org/10.7554/eLife.39636
https://doi.org/10.1038/s42255-019-0152-6
https://doi.org/10.1126/science.aav2501
https://www.ncbi.nlm.nih.gov/pubmed/31023895
https://doi.org/10.1097/MOL.0b013e3283393867
https://www.ncbi.nlm.nih.gov/pubmed/20410821
https://doi.org/10.3168/jds.2017-14318
https://www.ncbi.nlm.nih.gov/pubmed/29885887
https://doi.org/10.3168/jds.2015-9370
https://doi.org/10.3168/jds.2017-13340
https://doi.org/10.1186/s40104-017-0174-4
https://doi.org/10.1111/j.1467-789X.2010.00811.x
https://doi.org/10.1080/21623945.2020.1749500
https://doi.org/10.1038/s41598-019-56242-z
https://doi.org/10.4081/ejh.2010.e48
https://doi.org/10.1210/jc.2011-1567
https://www.ncbi.nlm.nih.gov/pubmed/21994960
https://doi.org/10.1292/jvms.10-0031
https://www.ncbi.nlm.nih.gov/pubmed/20234108
https://doi.org/10.3389/fcell.2022.1025240
https://www.ncbi.nlm.nih.gov/pubmed/36313560
https://doi.org/10.1016/j.mce.2009.08.031
https://www.ncbi.nlm.nih.gov/pubmed/19747957
https://doi.org/10.1016/j.physbeh.2007.04.002
https://www.ncbi.nlm.nih.gov/pubmed/17521684
https://doi.org/10.1152/ajpendo.00021.2013


Biology 2023, 12, 1289 24 of 28

37. Collins, S.; Migliorini, R.H.; Bartness, T.J. Mechanisms controlling adipose tissue metabolism by the sympathetic nervous system:
Anatomical and molecular aspects. In Handbook of Contemporary Neuropharmacology; Wiley: Hoboken, NJ, USA, 2007.

38. Mcnamara, J.P. Regulation of Bovine Adipose-Tissue Metabolism during Lactation. 4. Dose-Responsiveness to Epinephrine as
Altered by Stage of Lactation. J. Dairy Sci. 1988, 71, 643–649. [CrossRef] [PubMed]

39. Hausman, G.J.; Basu, U.; Du, M.; Fernyhough-Culver, M.; Dodson, M.V. Intermuscular and intramuscular adipose tissues: Bad vs.
good adipose tissues. Adipocyte 2014, 3, 242–255. [CrossRef]

40. Lonergan, S.M.; Topel, D.G.; Marple, D.N. Chapter 5Fat and fat cells in domestic animals. In The Science of Animal Growth and Meat
Technology, 2nd ed.; Lonergan, S.M., Topel, D.G., Marple, D.N., Eds.; Academic Press: Cambridge, MA, USA, 2019; pp. 51–69.
[CrossRef]

41. Hocquette, J.F.; Gondret, F.; Baeza, E.; Medale, F.; Jurie, C.; Pethick, D.W. Intramuscular fat content in meat-producing animals:
Development, genetic and nutritional control, and identification of putative markers. Animal 2010, 4, 303–319. [CrossRef]
[PubMed]

42. Motoyama, M.; Sasaki, K.; Watanabe, A. Wagyu and the factors contributing to its beef quality: A Japanese industry overview.
Meat Sci 2016, 120, 10–18. [CrossRef] [PubMed]

43. Rahemi, H.; Nigam, N.; Wakeling, J.M. The effect of intramuscular fat on skeletal muscle mechanics: Implications for the elderly
and obese. J. R Soc. Interface 2015, 12, 20150365. [CrossRef] [PubMed]

44. Pescatori, M.; Broccolini, A.; Minetti, C.; Bertini, E.; Bruno, C.; D’Amico, A.; Bernardini, C.; Mirabella, M.; Silvestri, G.; Giglio,
V.; et al. Gene expression profiling in the early phases of DMD: A constant molecular signature characterizes DMD muscle from
early postnatal life throughout disease progression. FASEB J. 2007, 21, 1210–1226. [CrossRef] [PubMed]

45. Sparks, L.M.; Goodpaster, B.H.; Bergman, B.C. The metabolic significance of intermuscular adipose tissue: Is IMAT a friend or a
foe to metabolic health? Diabetes 2021, 70, 2457–2467. [CrossRef] [PubMed]

46. Goodpaster, B.H.; Bergman, B.C.; Brennan, A.M.; Sparks, L.M. Intermuscular adipose tissue in metabolic disease. Nat. Rev.
Endocrinol. 2023, 19, 285–298. [CrossRef]

47. Jose, L.V.; Sally, S.L.; Edward, J.S.; Francis, L.M.; Roger, L.D. Interspecies Translation: Bovine Marbling to Human Muscular
Dystrophy. In Muscular Dystrophies; Kunihiro, S., Ed.; IntechOpen: Rijeka, Italy, 2019. [CrossRef]

48. Yamada, T.; Kamiya, M.; Higuchi, M. Breed differences in macrophage infiltration and senescence state in adipose tissues of
Wagyu and Holsteins. Anim. Sci. J. 2020, 91, e13443. [CrossRef]

49. Theret, M.; Saclier, M.; Messina, G.; Rossi, F.M.V. Macrophages in Skeletal Muscle Dystrophies, An Entangled Partner. J
Neuromuscul. Dis. 2022, 9, 1–23. [CrossRef]

50. Häussler, S.; Germeroth, D.; Friedauer, K.; Akter, S.H.; Dänicke, S.; Sauerwein, H. Characterization of the dynamics of fat cell
turnover in different bovine adipose tissue depots. Res. Vet. Sci. 2013, 95, 1142–1150. [CrossRef]

51. Kim, S.M.; Lun, M.; Wang, M.; Senyo, S.E.; Guillermier, C.; Patwari, P.; Steinhauser, M.L. Loss of white adipose hyperplastic
potential is associated with enhanced susceptibility to insulin resistance. Cell Metab. 2014, 20, 1049–1058. [CrossRef]

52. Muir, L.A.; Neeley, C.K.; Meyer, K.A.; Baker, N.A.; Brosius, A.M.; Washabaugh, A.R.; Varban, O.A.; Finks, J.F.; Zamarron, B.F.;
Flesher, C.G.; et al. Adipose tissue fibrosis, hypertrophy, and hyperplasia: Correlations with diabetes in human obesity. Obes.
Silver Spring 2016, 24, 597–605. [CrossRef]

53. Sachs, S.; Zarini, S.; Kahn, D.E.; Harrison, K.A.; Perreault, L.; Phang, T.; Newsom, S.A.; Strauss, A.; Kerege, A.; Schoen, J.A.; et al.
Intermuscular adipose tissue directly modulates skeletal muscle insulin sensitivity in humans. Am. J. Physiol. Endocrinol. Metab.
2019, 316, E866–E879. [CrossRef]

54. Alvehus, M.; Buren, J.; Sjostrom, M.; Goedecke, J.; Olsson, T. The Human Visceral Fat Depot Has a Unique Inflammatory Profile.
Obesity 2010, 18, 879–883. [CrossRef] [PubMed]

55. Goodpaster, B.H.; Krishnaswami, S.; Resnick, H.; Kelley, D.E.; Haggerty, C.; Harris, T.B.; Schwartz, A.V.; Kritchevsky, S.; Newman,
A.B. Association between regional adipose tissue distribution and both type 2 diabetes and impaired glucose tolerance in elderly
men and women. Diabetes Care 2003, 26, 372–379. [CrossRef] [PubMed]

56. Lumeng, C.N.; Saltiel, A.R. Inflammatory links between obesity and metabolic disease. J. Clin. Investig. 2011, 121, 2111–2117.
[CrossRef] [PubMed]

57. Hube, F.; Lietz, U.; Igel, M.; Jensen, P.B.; Tornqvist, H.; Joost, H.G.; Hauner, H. Difference in leptin mRNA levels between omental
and subcutaneous abdominal adipose tissue from obese humans. Horm. Metab. Res. 1996, 28, 690–693. [CrossRef] [PubMed]

58. Russell, C.D.; Petersen, R.N.; Rao, S.P.; Ricci, M.R.; Prasad, A.; Zhang, Y.; Brolin, R.E.; Fried, S.K. Leptin expression in adipose
tissue from obese humans: Depot-specific regulation by insulin and dexamethasone. Am. J. Physiol. 1998, 275, E507–E515.
[CrossRef] [PubMed]

59. Izquierdo, A.G.; Crujeiras, A.B.; Casanueva, F.F.; Carreira, M.C. Leptin, Obesity, and Leptin Resistance: Where Are We 25 Years
Later? Nutrients 2019, 11, 2704. [CrossRef]

60. Rostami, H.; Samadi, M.; Yuzbashian, E.; Zarkesh, M.; Asghari, G.; Hedayati, M.; Daneshafrooz, A.; Mirmiran, P.; Khalaj, A.
Habitual dietary intake of fatty acids are associated with leptin gene expression in subcutaneous and visceral adipose tissue of
patients without diabetes. Prostaglandins Leukot. Essent. Fat. Acids 2017, 126, 49–54. [CrossRef]

61. Yonekura, S.; Tokutake, Y.; Hirota, S.; Rose, M.T.; Katoh, K.; Aso, H. Proliferating bovine intramuscular preadipocyte cells
synthesize leptin. Domest. Anim. Endocrinol. 2013, 45, 33–37. [CrossRef]

https://doi.org/10.3168/jds.S0022-0302(88)79602-2
https://www.ncbi.nlm.nih.gov/pubmed/3372814
https://doi.org/10.4161/adip.28546
https://doi.org/10.1016/B978-0-12-815277-5.00005-6
https://doi.org/10.1017/S1751731109991091
https://www.ncbi.nlm.nih.gov/pubmed/22443885
https://doi.org/10.1016/j.meatsci.2016.04.026
https://www.ncbi.nlm.nih.gov/pubmed/27298198
https://doi.org/10.1098/rsif.2015.0365
https://www.ncbi.nlm.nih.gov/pubmed/26156300
https://doi.org/10.1096/fj.06-7285com
https://www.ncbi.nlm.nih.gov/pubmed/17264171
https://doi.org/10.2337/dbi19-0006
https://www.ncbi.nlm.nih.gov/pubmed/34711670
https://doi.org/10.1038/s41574-022-00784-2
https://doi.org/10.5772/intechopen.82685
https://doi.org/10.1111/asj.13443
https://doi.org/10.3233/JND-210737
https://doi.org/10.1016/j.rvsc.2013.07.004
https://doi.org/10.1016/j.cmet.2014.10.010
https://doi.org/10.1002/oby.21377
https://doi.org/10.1152/ajpendo.00243.2018
https://doi.org/10.1038/oby.2010.22
https://www.ncbi.nlm.nih.gov/pubmed/20186138
https://doi.org/10.2337/diacare.26.2.372
https://www.ncbi.nlm.nih.gov/pubmed/12547865
https://doi.org/10.1172/JCI57132
https://www.ncbi.nlm.nih.gov/pubmed/21633179
https://doi.org/10.1055/s-2007-979879
https://www.ncbi.nlm.nih.gov/pubmed/9013743
https://doi.org/10.1152/ajpendo.1998.275.3.E507
https://www.ncbi.nlm.nih.gov/pubmed/9725819
https://doi.org/10.3390/nu11112704
https://doi.org/10.1016/j.plefa.2017.09.010
https://doi.org/10.1016/j.domaniend.2013.03.004


Biology 2023, 12, 1289 25 of 28

62. Lihn, A.S.; Bruun, J.M.; He, G.; Pedersen, S.B.; Jensen, P.F.; Richelsen, B. Lower expression of adiponectin mRNA in visceral
adipose tissue in lean and obese subjects. Mol. Cell Endocrinol. 2004, 219, 9–15. [CrossRef]

63. Drolet, R.; Belanger, C.; Fortier, M.; Huot, C.; Mailloux, J.; Legare, D.; Tchernof, A. Fat depot-specific impact of visceral obesity on
adipocyte adiponectin release in women. Obes. Silver Spring 2009, 17, 424–430. [CrossRef]

64. Revelo, X.S.; Luck, H.; Winer, S.; Winer, D.A. Morphological and inflammatory changes in visceral adipose tissue during obesity.
Endocr. Pathol. 2014, 25, 93–101. [CrossRef] [PubMed]

65. Ouchi, N.; Walsh, K. Adiponectin as an anti-inflammatory factor. Clin. Chim. Acta 2007, 380, 24–30. [CrossRef] [PubMed]
66. Krause, M.P.; Milne, K.J.; Hawke, T.J. Adiponectin-Consideration for its Role in Skeletal Muscle Health. Int. J. Mol. Sci. 2019, 20,

1528. [CrossRef] [PubMed]
67. Wang, L.; Xue, K.; Wang, Y.; Niu, L.; Li, L.; Zhong, T.; Guo, J.; Feng, J.; Song, T.; Zhang, H. Molecular and functional characterization

of the adiponectin (AdipoQ) gene in goat skeletal muscle satellite cells. Asian-Australas J. Anim. Sci. 2018, 31, 1088–1097. [CrossRef]
68. Halabis, M.; Dziedzic, M.; Warchulinska, J.; Kaznowska-Bystryk, I.; Solski, J. Omentin-a new adipokine with many roles to play.

Curr. Issues Pharm. Med. Sci. 2015, 28, 176–180. [CrossRef]
69. Fukuhara, A.; Matsuda, M.; Nishizawa, M.; Segawa, K.; Tanaka, M.; Kishimoto, K.; Matsuki, Y.; Murakami, M.; Ichisaka, T.;

Murakami, H. Visfatin: A protein secreted by visceral fat that mimics the effects of insulin. Science 2005, 307, 426–430. [CrossRef]
70. Häussler, S.; Sadri, H.; Ghaffari, M.H.; Sauerwein, H. Symposium review: Adipose tissue endocrinology in the periparturient

period of dairy cows. J. Dairy Sci. 2022, 105, 3648–3669. [CrossRef]
71. Rodeheffer, M.S.; Birsoy, K.; Friedman, J.M. Identification of white adipocyte progenitor cells in vivo. Cell 2008, 135, 240–249.

[CrossRef]
72. Lee, Y.-H.; Emilio, A.; Granneman, J.G. In Vivo Identification of Bipotential Adipocyte Progenitors Recruited by β3-Adrenoceptor

Activation and High-Fat Feeding. Cell Metab. 2012, 15, 480–491. [CrossRef]
73. Long, J.Z.; Svensson, K.J.; Tsai, L.; Zeng, X.; Roh, H.C.; Kong, X.; Rao, R.R.; Lou, J.; Lokurkar, I.; Baur, W.; et al. A Smooth

Muscle-Like Origin for Beige Adipocytes. Cell Metab. 2014, 19, 810–820. [CrossRef]
74. Shao, M.; Vishvanath, L.; Busbuso, N.C.; Hepler, C.; Shan, B.; Sharma, A.X.; Chen, S.; Yu, X.; An, Y.A.; Zhu, Y.; et al. De novo

adipocyte differentiation from Pdgfrbeta(+) preadipocytes protects against pathologic visceral adipose expansion in obesity. Nat.
Commun. 2018, 9, 890. [CrossRef] [PubMed]

75. Vishvanath, L.; MacPherson, K.A.; Hepler, C.; Wang, Q.A.; Shao, M.; Spurgin, S.B.; Wang, M.Y.; Kusminski, C.M.; Morley, T.S.;
Gupta, R.K. Pdgfrbeta+ Mural Preadipocytes Contribute to Adipocyte Hyperplasia Induced by High-Fat-Diet Feeding and
Prolonged Cold Exposure in Adult Mice. Cell Metab. 2016, 23, 350–359. [CrossRef] [PubMed]

76. Berry, R.; Rodeheffer, M.S. Characterization of the adipocyte cellular lineage in vivo. Nat. Cell Biol. 2013, 15, 302–308. [CrossRef]
[PubMed]

77. Tran, K.-V.; Gealekman, O.; Frontini, A.; Zingaretti, M.C.; Morroni, M.; Giordano, A.; Smorlesi, A.; Perugini, J.; De Matteis, R.;
Sbarbati, A.; et al. The Vascular Endothelium of the Adipose Tissue Gives Rise to Both White and Brown Fat Cells. Cell Metab.
2012, 15, 222–229. [CrossRef] [PubMed]

78. Tang, W.; Zeve, D.; Suh, J.M.; Bosnakovski, D.; Kyba, M.; Hammer, R.E.; Tallquist, M.D.; Graff, J.M. White fat progenitor cells
reside in the adipose vasculature. Science 2008, 322, 583–586. [CrossRef]

79. Gupta, R.K.; Mepani, R.J.; Kleiner, S.; Lo, J.C.; Khandekar, M.J.; Cohen, P.; Frontini, A.; Bhowmick, D.C.; Ye, L.; Cinti, S.; et al.
Zfp423 expression identifies committed preadipocytes and localizes to adipose endothelial and perivascular cells. Cell Metab.
2012, 15, 230–239. [CrossRef]

80. Ussar, S.; Lee, K.Y.; Dankel, S.N.; Boucher, J.; Haering, M.F.; Kleinridders, A.; Thomou, T.; Xue, R.; Macotela, Y.; Cypess, A.M.; et al.
ASC-1, PAT2, and P2RX5 are cell surface markers for white, beige, and brown adipocytes. Sci. Transl. Med. 2014, 6, 247ra103.
[CrossRef]

81. Ferrero, R.; Rainer, P.; Deplancke, B. Toward a Consensus View of Mammalian Adipocyte Stem and Progenitor Cell Heterogeneity.
Trends Cell Biol. 2020, 30, 937–950. [CrossRef]

82. Krueger, K.C.; Costa, M.J.; Du, H.; Feldman, B.J. Characterization of Cre recombinase activity for in vivo targeting of adipocyte
precursor cells. Stem Cell Rep. 2014, 3, 1147–1158. [CrossRef]

83. Eguchi, J.; Wang, X.; Yu, S.; Kershaw, E.E.; Chiu, P.C.; Dushay, J.; Estall, J.L.; Klein, U.; Maratos-Flier, E.; Rosen, E.D. Transcriptional
control of adipose lipid handling by IRF4. Cell Metab. 2011, 13, 249–259. [CrossRef]

84. Hwang, B.; Lee, J.H.; Bang, D. Single-cell RNA sequencing technologies and bioinformatics pipelines. Exp. Mol. Med. 2018, 50, 96.
[CrossRef] [PubMed]

85. Tang, F.; Barbacioru, C.; Wang, Y.; Nordman, E.; Lee, C.; Xu, N.; Wang, X.; Bodeau, J.; Tuch, B.B.; Siddiqui, A.; et al. mRNA-Seq
whole-transcriptome analysis of a single cell. Nat. Methods 2009, 6, 377–382. [CrossRef] [PubMed]

86. Chen, G.; Ning, B.; Shi, T. Single-Cell RNA-Seq Technologies and Related Computational Data Analysis. Front. Genet. 2019, 10,
317. [CrossRef] [PubMed]

87. Zhang, X.; Li, T.; Liu, F.; Chen, Y.; Yao, J.; Li, Z.; Huang, Y.; Wang, J. Comparative Analysis of Droplet-Based Ultra-High-
Throughput Single-Cell RNA-Seq Systems. Mol. Cell 2019, 73, 130–142.e135. [CrossRef] [PubMed]

88. Klein, A.M.; Mazutis, L.; Akartuna, I.; Tallapragada, N.; Veres, A.; Li, V.; Peshkin, L.; Weitz, D.A.; Kirschner, M.W. Droplet
barcoding for single-cell transcriptomics applied to embryonic stem cells. Cell 2015, 161, 1187–1201. [CrossRef] [PubMed]

https://doi.org/10.1016/j.mce.2004.03.002
https://doi.org/10.1038/oby.2008.555
https://doi.org/10.1007/s12022-013-9288-1
https://www.ncbi.nlm.nih.gov/pubmed/24356782
https://doi.org/10.1016/j.cca.2007.01.026
https://www.ncbi.nlm.nih.gov/pubmed/17343838
https://doi.org/10.3390/ijms20071528
https://www.ncbi.nlm.nih.gov/pubmed/30934678
https://doi.org/10.5713/ajas.17.0407
https://doi.org/10.1515/cipms-2015-0067
https://doi.org/10.1126/science.1097243
https://doi.org/10.3168/jds.2021-21220
https://doi.org/10.1016/j.cell.2008.09.036
https://doi.org/10.1016/j.cmet.2012.03.009
https://doi.org/10.1016/j.cmet.2014.03.025
https://doi.org/10.1038/s41467-018-03196-x
https://www.ncbi.nlm.nih.gov/pubmed/29497032
https://doi.org/10.1016/j.cmet.2015.10.018
https://www.ncbi.nlm.nih.gov/pubmed/26626462
https://doi.org/10.1038/ncb2696
https://www.ncbi.nlm.nih.gov/pubmed/23434825
https://doi.org/10.1016/j.cmet.2012.01.008
https://www.ncbi.nlm.nih.gov/pubmed/22326223
https://doi.org/10.1126/science.1156232
https://doi.org/10.1016/j.cmet.2012.01.010
https://doi.org/10.1126/scitranslmed.3008490
https://doi.org/10.1016/j.tcb.2020.09.007
https://doi.org/10.1016/j.stemcr.2014.10.009
https://doi.org/10.1016/j.cmet.2011.02.005
https://doi.org/10.1038/s12276-018-0071-8
https://www.ncbi.nlm.nih.gov/pubmed/30089861
https://doi.org/10.1038/nmeth.1315
https://www.ncbi.nlm.nih.gov/pubmed/19349980
https://doi.org/10.3389/fgene.2019.00317
https://www.ncbi.nlm.nih.gov/pubmed/31024627
https://doi.org/10.1016/j.molcel.2018.10.020
https://www.ncbi.nlm.nih.gov/pubmed/30472192
https://doi.org/10.1016/j.cell.2015.04.044
https://www.ncbi.nlm.nih.gov/pubmed/26000487


Biology 2023, 12, 1289 26 of 28

89. Zilionis, R.; Nainys, J.; Veres, A.; Savova, V.; Zemmour, D.; Klein, A.M.; Mazutis, L. Single-cell barcoding and sequencing using
droplet microfluidics. Nat. Protoc. 2017, 12, 44–73. [CrossRef]

90. Macosko, E.Z.; Basu, A.; Satija, R.; Nemesh, J.; Shekhar, K.; Goldman, M.; Tirosh, I.; Bialas, A.R.; Kamitaki, N.; Martersteck,
E.M.; et al. Highly Parallel Genome-wide Expression Profiling of Individual Cells Using Nanoliter Droplets. Cell 2015, 161,
1202–1214. [CrossRef]

91. Zheng, G.X.; Terry, J.M.; Belgrader, P.; Ryvkin, P.; Bent, Z.W.; Wilson, R.; Ziraldo, S.B.; Wheeler, T.D.; McDermott, G.P.; Zhu,
J.; et al. Massively parallel digital transcriptional profiling of single cells. Nat. Commun. 2017, 8, 14049. [CrossRef]

92. Maniyadath, B.; Zhang, Q.; Gupta, R.K.; Mandrup, S. Adipose tissue at single-cell resolution. Cell Metab. 2023, 35, 386–413.
[CrossRef]

93. Emont, M.P.; Jacobs, C.; Essene, A.L.; Pant, D.; Tenen, D.; Colleluori, G.; Di Vincenzo, A.; Jorgensen, A.M.; Dashti, H.; Stefek,
A.; et al. A single-cell atlas of human and mouse white adipose tissue. Nature 2022, 603, 926–933. [CrossRef]

94. Sun, W.; Dong, H.; Balaz, M.; Slyper, M.; Drokhlyansky, E.; Colleluori, G.; Giordano, A.; Kovanicova, Z.; Stefanicka, P.; Balazova,
L.; et al. snRNA-seq reveals a subpopulation of adipocytes that regulates thermogenesis. Nature 2020, 587, 98–102. [CrossRef]
[PubMed]

95. Sárvári, A.K.; Van Hauwaert, E.L.; Markussen, L.K.; Gammelmark, E.; Marcher, A.B.; Ebbesen, M.F.; Nielsen, R.; Brewer, J.R.;
Madsen, J.G.S.; Mandrup, S. Plasticity of Epididymal Adipose Tissue in Response to Diet-Induced Obesity at Single-Nucleus
Resolution. Cell Metab. 2021, 33, 437–453.e435. [CrossRef] [PubMed]

96. Denisenko, E.; Guo, B.B.; Jones, M.; Hou, R.; de Kock, L.; Lassmann, T.; Poppe, D.; Clement, O.; Simmons, R.K.; Lister, R.; et al.
Systematic assessment of tissue dissociation and storage biases in single-cell and single-nucleus RNA-seq workflows. Genome
Biol. 2020, 21, 130. [CrossRef] [PubMed]

97. van den Brink, S.C.; Sage, F.; Vertesy, A.; Spanjaard, B.; Peterson-Maduro, J.; Baron, C.S.; Robin, C.; van Oudenaarden, A.
Single-cell sequencing reveals dissociation-induced gene expression in tissue subpopulations. Nat. Methods 2017, 14, 935–936.
[CrossRef]

98. Van Hauwaert, E.L.; Gammelmark, E.; Sarvari, A.K.; Larsen, L.; Nielsen, R.; Madsen, J.G.S.; Mandrup, S. Isolation of nuclei from
mouse white adipose tissues for single-nucleus genomics. STAR Protoc. 2021, 2, 100612. [CrossRef]

99. Alvarez, M.; Rahmani, E.; Jew, B.; Garske, K.M.; Miao, Z.; Benhammou, J.N.; Ye, C.J.; Pisegna, J.R.; Pietilainen, K.H.; Halperin,
E.; et al. Enhancing droplet-based single-nucleus RNA-seq resolution using the semi-supervised machine learning classifier
DIEM. Sci. Rep. 2020, 10, 11019. [CrossRef]

100. Buenrostro, J.D.; Giresi, P.G.; Zaba, L.C.; Chang, H.Y.; Greenleaf, W.J. Transposition of native chromatin for fast and sensitive
epigenomic profiling of open chromatin, DNA-binding proteins and nucleosome position. Nat. Methods 2013, 10, 1213–1218.
[CrossRef]

101. Liu, Q.; Li, C.; Deng, B.; Gao, P.; Wang, L.; Li, Y.; Shiri, M.; Alkaifi, F.; Zhao, J.; Stephens, J.M.; et al. Tcf21 marks visceral adipose
mesenchymal progenitors and functions as a rate-limiting factor during visceral adipose tissue development. Cell Rep. 2023, 42,
112166. [CrossRef]

102. Buenrostro, J.D.; Wu, B.; Litzenburger, U.M.; Ruff, D.; Gonzales, M.L.; Snyder, M.P.; Chang, H.Y.; Greenleaf, W.J. Single-cell
chromatin accessibility reveals principles of regulatory variation. Nature 2015, 523, 486–490. [CrossRef]

103. Cusanovich, D.A.; Daza, R.; Adey, A.; Pliner, H.A.; Christiansen, L.; Gunderson, K.L.; Steemers, F.J.; Trapnell, C.; Shendure, J.
Multiplex single-cell profiling of chromatin accessibility by combinatorial cellular indexing. Science 2015, 348, 910–914. [CrossRef]

104. Min, S.Y.; Desai, A.; Yang, Z.; Sharma, A.; DeSouza, T.; Genga, R.M.; Kucukural, A.; Lifshitz, L.M.; Nielsen, S.; Scheele, C. Diverse
repertoire of human adipocyte subtypes develops from transcriptionally distinct mesenchymal progenitor cells. Proc. Natl. Acad.
Sci. USA 2019, 116, 17970–17979. [CrossRef] [PubMed]

105. Burl, R.B.; Ramseyer, V.D.; Rondini, E.A.; Pique-Regi, R.; Lee, Y.-H.; Granneman, J.G. Deconstructing adipogenesis induced by
β3-adrenergic receptor activation with single-cell expression profiling. Cell Metab. 2018, 28, 300–309.e304. [CrossRef] [PubMed]

106. Schwalie, P.C.; Dong, H.; Zachara, M.; Russeil, J.; Alpern, D.; Akchiche, N.; Caprara, C.; Sun, W.F.; Schlaudraff, K.U.; Soldati,
G.; et al. A stromal cell population that inhibits adipogenesis in mammalian fat depots. Nature 2018, 559, 103–108. [CrossRef]
[PubMed]

107. Cho, D.S.; Lee, B.; Doles, J.D. Refining the adipose progenitor cell landscape in healthy and obese visceral adipose tissue using
single-cell gene expression profiling. Life Sci. Alliance 2019, 2, e201900561. [CrossRef]

108. Raajendiran, A.; Ooi, G.; Bayliss, J.; O’Brien, P.E.; Schittenhelm, R.B.; Clark, A.K.; Taylor, R.A.; Rodeheffer, M.S.; Burton, P.R.;
Watt, M.J. Identification of Metabolically Distinct Adipocyte Progenitor Cells in Human Adipose Tissues. Cell Rep. 2019, 27,
1528–1540.e1527. [CrossRef]

109. Hildreth, A.D.; Ma, F.; Wong, Y.Y.; Sun, R.; Pellegrini, M.; O’Sullivan, T.E. Single-cell sequencing of human white adipose tissue
identifies new cell states in health and obesity. Nat. Immunol. 2021, 22, 639–653. [CrossRef]

110. Shan, B.; Barker, C.S.; Shao, M.; Zhang, Q.; Gupta, R.K.; Wu, Y. Multilayered omics reveal sex- and depot-dependent adipose
progenitor cell heterogeneity. Cell Metab. 2022, 34, 783–799.e787. [CrossRef]

111. Whytock, K.L.; Sun, Y.; Divoux, A.; Yu, G.; Smith, S.R.; Walsh, M.J.; Sparks, L.M. Single cell full-length transcriptome of human
subcutaneous adipose tissue reveals unique and heterogeneous cell populations. Iscience 2022, 25, 104772. [CrossRef]

https://doi.org/10.1038/nprot.2016.154
https://doi.org/10.1016/j.cell.2015.05.002
https://doi.org/10.1038/ncomms14049
https://doi.org/10.1016/j.cmet.2023.02.002
https://doi.org/10.1038/s41586-022-04518-2
https://doi.org/10.1038/s41586-020-2856-x
https://www.ncbi.nlm.nih.gov/pubmed/33116305
https://doi.org/10.1016/j.cmet.2020.12.004
https://www.ncbi.nlm.nih.gov/pubmed/33378646
https://doi.org/10.1186/s13059-020-02048-6
https://www.ncbi.nlm.nih.gov/pubmed/32487174
https://doi.org/10.1038/nmeth.4437
https://doi.org/10.1016/j.xpro.2021.100612
https://doi.org/10.1038/s41598-020-67513-5
https://doi.org/10.1038/nmeth.2688
https://doi.org/10.1016/j.celrep.2023.112166
https://doi.org/10.1038/nature14590
https://doi.org/10.1126/science.aab1601
https://doi.org/10.1073/pnas.1906512116
https://www.ncbi.nlm.nih.gov/pubmed/31420514
https://doi.org/10.1016/j.cmet.2018.05.025
https://www.ncbi.nlm.nih.gov/pubmed/29937373
https://doi.org/10.1038/s41586-018-0226-8
https://www.ncbi.nlm.nih.gov/pubmed/29925944
https://doi.org/10.26508/lsa.201900561
https://doi.org/10.1016/j.celrep.2019.04.010
https://doi.org/10.1038/s41590-021-00922-4
https://doi.org/10.1016/j.cmet.2022.03.012
https://doi.org/10.1016/j.isci.2022.104772


Biology 2023, 12, 1289 27 of 28

112. Barboza, C.S.; Flesher, C.; Geletka, L.; Delproposto, J.; Eichler, T.; Akinleye, O.; Ky, A.; Ehlers, A.; O’Rourke, R.; Lumeng,
C.N. Single-nuclei transcriptome of human adipose tissue reveals metabolically distinct depot-specific adipose progenitor
subpopulations. bioRxiv 2022, arXiv:2022.2006.2029.496888.

113. Wang, F.; Ding, P.; Liang, X.; Ding, X.; Brandt, C.B.; Sjöstedt, E.; Zhu, J.; Bolund, S.; Zhang, L.; de Rooij, L.P. Endothelial cell
heterogeneity and microglia regulons revealed by a pig cell landscape at single-cell level. Nat. Commun. 2022, 13, 3620. [CrossRef]

114. Garritson, J.D.; Zhang, J.; Achenbach, A.; Ferhat, M.; Eich, E.; Stubben, C.J.; Martinez, P.L.; Ibele, A.R.; Hilgendorf, K.I.; Boudina,
S. BMPER is a marker of adipose progenitors and adipocytes and a positive modulator of adipogenesis. Commun. Biol. 2023, 6,
638. [CrossRef]

115. Fitzgerald, G.; Turiel, G.; Gorski, T.; Soro-Arnaiz, I.; Zhang, J.; Casartelli, N.C.; Masschelein, E.; Maffiuletti, N.A.; Sutter, R.;
Leunig, M.; et al. MME(+) fibro-adipogenic progenitors are the dominant adipogenic population during fatty infiltration in
human skeletal muscle. Commun. Biol. 2023, 6, 111. [CrossRef]

116. Wang, L.; Gao, P.; Li, C.; Liu, Q.; Yao, Z.; Li, Y.; Zhang, X.; Sun, J.; Simintiras, C.; Welborn, M. A single-cell atlas of bovine
skeletal muscle reveals mechanisms regulating intramuscular adipogenesis and fibrogenesis. J. Cachexia Sarcopenia Muscle 2023.
[CrossRef]

117. Wang, L.; Zhao, X.; Liu, S.; You, W.; Huang, Y.; Zhou, Y.; Chen, W.; Zhang, S.; Wang, J.; Zheng, Q.; et al. Single-nucleus and bulk
RNA sequencing reveal cellular and transcriptional mechanisms underlying lipid dynamics in high marbled pork. NPJ Sci. Food
2023, 7, 23. [CrossRef] [PubMed]

118. Stefkovich, M.; Traynor, S.; Cheng, L.; Merrick, D.; Seale, P. Dpp4+ interstitial progenitor cells contribute to basal and high fat
diet-induced adipogenesis. Mol. Metab. 2021, 54, 101357. [CrossRef] [PubMed]

119. Uezumi, A.; Ito, T.; Morikawa, D.; Shimizu, N.; Yoneda, T.; Segawa, M.; Yamaguchi, M.; Ogawa, R.; Matev, M.M.; Miyagoe-Suzuki,
Y.; et al. Fibrosis and adipogenesis originate from a common mesenchymal progenitor in skeletal muscle. J. Cell Sci. 2011, 124,
3654–3664. [CrossRef] [PubMed]

120. Marcelin, G.; Ferreira, A.; Liu, Y.; Atlan, M.; Aron-Wisnewsky, J.; Pelloux, V.; Botbol, Y.; Ambrosini, M.; Fradet, M.; Rouault,
C.; et al. A PDGFRalpha-Mediated Switch toward CD9(high) Adipocyte Progenitors Controls Obesity-Induced Adipose Tissue
Fibrosis. Cell Metab. 2017, 25, 673–685. [CrossRef]

121. Contreras, O.; Rossi, F.M.V.; Theret, M. Origins, potency, and heterogeneity of skeletal muscle fibro-adipogenic progenitors-time
for new definitions. Skelet Muscle 2021, 11, 16. [CrossRef]

122. Dohmen, R.G.J.; Hubalek, S.; Melke, J.; Messmer, T.; Cantoni, F.; Mei, A.; Hueber, R.; Mitic, R.; Remmers, D.; Moutsatsou, P.; et al.
Muscle-derived fibro-adipogenic progenitor cells for production of cultured bovine adipose tissue. NPJ Sci. Food 2022, 6, 6.
[CrossRef]

123. Xu, Z.; You, W.; Chen, W.; Zhou, Y.; Nong, Q.; Valencak, T.G.; Wang, Y.; Shan, T. Single-cell RNA sequencing and lipidomics
reveal cell and lipid dynamics of fat infiltration in skeletal muscle. J. Cachexia Sarcopenia Muscle 2021, 12, 109–129. [CrossRef]

124. Rubenstein, A.B.; Smith, G.R.; Raue, U.; Begue, G.; Minchev, K.; Ruf-Zamojski, F.; Nair, V.D.; Wang, X.; Zhou, L.; Zaslavsky,
E.; et al. Single-cell transcriptional profiles in human skeletal muscle. Sci. Rep. 2020, 10, 229. [CrossRef] [PubMed]

125. Chen, D.; Li, W.; Du, M.; Cao, B. Adipogenesis, fibrogenesis and myogenesis related gene expression in longissimus muscle of
high and low marbling beef cattle. Livest. Sci. 2019, 229, 188–193. [CrossRef]

126. Divoux, A.; Tordjman, J.; Lacasa, D.; Veyrie, N.; Hugol, D.; Aissat, A.; Basdevant, A.; Guerre-Millo, M.; Poitou, C.; Zucker, J.-D.
Fibrosis in human adipose tissue: Composition, distribution, and link with lipid metabolism and fat mass loss. Diabetes 2010, 59,
2817–2825. [CrossRef]

127. Lyu, P.; Qi, Y.; Tu, Z.J.; Jiang, H. Single-cell RNA Sequencing Reveals Heterogeneity of Cultured Bovine Satellite Cells. Front.
Genet. 2021, 12, 742077. [CrossRef] [PubMed]

128. Massier, L.; Jalkanen, J.; Elmastas, M.; Zhong, J.; Wang, T.; Nono Nankam, P.A.; Frendo-Cumbo, S.; Bäckdahl, J.; Subramanian, N.;
Sekine, T. An integrated single cell and spatial transcriptomic map of human white adipose tissue. Nat. Commun. 2023, 14, 1438.
[CrossRef]

129. Li, J.; Xing, S.; Zhao, G.; Zheng, M.; Yang, X.; Sun, J.; Wen, J.; Liu, R. Identification of diverse cell populations in skeletal muscles
and biomarkers for intramuscular fat of chicken by single-cell RNA sequencing. BMC Genom. 2020, 21, 752. [CrossRef]

130. Muir, L.A.; Cho, K.W.; Geletka, L.M.; Baker, N.A.; Flesher, C.G.; Ehlers, A.P.; Kaciroti, N.; Lindsly, S.; Ronquist, S.; Rajapakse,
I.; et al. Human CD206+ macrophages associate with diabetes and adipose tissue lymphoid clusters. JCI Insight 2022, 7, e146563.
[CrossRef]

131. Dick, S.A.; Wong, A.; Hamidzada, H.; Nejat, S.; Nechanitzky, R.; Vohra, S.; Mueller, B.; Zaman, R.; Kantores, C.; Aronoff, L. Three
tissue resident macrophage subsets coexist across organs with conserved origins and life cycles. Sci. Immunol. 2022, 7, eabf7777.
[CrossRef]

132. De Micheli, A.J.; Spector, J.A.; Elemento, O.; Cosgrove, B.D. A reference single-cell transcriptomic atlas of human skeletal muscle
tissue reveals bifurcated muscle stem cell populations. Skelet Muscle 2020, 10, 19. [CrossRef]

133. Langerak, A.W.; De Laat, P.A.; Van Der Linden-Van Beurden, C.A.; Delahaye, M.; Van Der Kwast, T.H.; Hoogsteden, H.C.; Benner,
R.; Versnel, M.A. Expression of platelet-derived growth factor (PDGF) and PDGF receptors in human malignant mesothelioma
in vitro and in vivo. J. Pathol. 1996, 178, 151–160. [CrossRef]

134. Westcott, G.P.; Emont, M.P.; Li, J.; Jacobs, C.; Tsai, L.; Rosen, E.D. Mesothelial cells are not a source of adipocytes in mice. Cell Rep.
2021, 36, 109388. [CrossRef] [PubMed]

https://doi.org/10.1038/s41467-022-31388-z
https://doi.org/10.1038/s42003-023-05011-w
https://doi.org/10.1038/s42003-023-04504-y
https://doi.org/10.1002/jcsm.13292
https://doi.org/10.1038/s41538-023-00203-4
https://www.ncbi.nlm.nih.gov/pubmed/37268610
https://doi.org/10.1016/j.molmet.2021.101357
https://www.ncbi.nlm.nih.gov/pubmed/34662714
https://doi.org/10.1242/jcs.086629
https://www.ncbi.nlm.nih.gov/pubmed/22045730
https://doi.org/10.1016/j.cmet.2017.01.010
https://doi.org/10.1186/s13395-021-00265-6
https://doi.org/10.1038/s41538-021-00122-2
https://doi.org/10.1002/jcsm.12643
https://doi.org/10.1038/s41598-019-57110-6
https://www.ncbi.nlm.nih.gov/pubmed/31937892
https://doi.org/10.1016/j.livsci.2019.09.032
https://doi.org/10.2337/db10-0585
https://doi.org/10.3389/fgene.2021.742077
https://www.ncbi.nlm.nih.gov/pubmed/34777469
https://doi.org/10.1038/s41467-023-36983-2
https://doi.org/10.1186/s12864-020-07136-2
https://doi.org/10.1172/jci.insight.146563
https://doi.org/10.1126/sciimmunol.abf7777
https://doi.org/10.1186/s13395-020-00236-3
https://doi.org/10.1002/(SICI)1096-9896(199602)178:2%3C151::AID-PATH425%3E3.0.CO;2-E
https://doi.org/10.1016/j.celrep.2021.109388
https://www.ncbi.nlm.nih.gov/pubmed/34260927


Biology 2023, 12, 1289 28 of 28

135. Chau, Y.-Y.; Bandiera, R.; Serrels, A.; Martínez-Estrada, O.M.; Qing, W.; Lee, M.; Slight, J.; Thornburn, A.; Berry, R.; McHaffie, S.
Visceral and subcutaneous fat have different origins and evidence supports a mesothelial source. Nat. Cell Biol. 2014, 16, 367–375.
[CrossRef] [PubMed]

136. Li, X.; Fu, X.; Yang, G.; Du, M. Review: Enhancing intramuscular fat development via targeting fibro-adipogenic progenitor cells
in meat animals. Animal 2020, 14, 312–321. [CrossRef] [PubMed]

137. Du, M.; Huang, Y.; Das, A.K.; Yang, Q.; Duarte, M.S.; Dodson, M.V.; Zhu, M.J. Meat Science and Muscle Biology Symposium:
Manipulating mesenchymal progenitor cell differentiation to optimize performance and carcass value of beef cattle. J. Anim. Sci.
2013, 91, 1419–1427. [CrossRef] [PubMed]

138. Drackley, J.K. ADSA Foundation Scholar Award. Biology of dairy cows during the transition period: The final frontier? J. Dairy
Sci. 1999, 82, 2259–2273. [CrossRef]

139. McFadden, J.W. Review: Lipid biology in the periparturient dairy cow: Contemporary perspectives. Animal 2020, 14, s165–s175.
[CrossRef]

140. LeBlanc, S. Monitoring metabolic health of dairy cattle in the transition period. J. Reprod. Dev. 2010, 56, S29–S35. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

https://doi.org/10.1038/ncb2922
https://www.ncbi.nlm.nih.gov/pubmed/24609269
https://doi.org/10.1017/S175173111900209X
https://www.ncbi.nlm.nih.gov/pubmed/31581971
https://doi.org/10.2527/jas.2012-5670
https://www.ncbi.nlm.nih.gov/pubmed/23100595
https://doi.org/10.3168/jds.S0022-0302(99)75474-3
https://doi.org/10.1017/S1751731119003185
https://doi.org/10.1262/jrd.1056S29

	Introduction 
	It Is Not Just Fat: Adipose Tissue Composition and Function 
	Adipose Tissue and Its Main Cellular and Non-Cellular Components 
	Major Depot-Specific Functional Differences 

	The Single-Cell Era: Applicability of Single-Cell/Nucleus RNA Sequencing to Decode Adipose Tissue Heterogeneity 
	Transcriptional and Functional Diversity of Adipose Stem and Progenitor Cells (ASPC) and Mature Adipocytes 
	Adipose Stem and Progenitor Cells 
	Mouse Models 
	Human Models 
	Livestock Models 

	Mature Adipocytes 
	Mouse Models 
	Human Models 
	Livestock Models 


	Transcriptional Diversity of Adipose Tissue Immune Cells 
	Mouse Models 
	Human Models 
	Livestock Models 

	Transcriptional Diversity of Adipose Tissue Vascular Cells 
	Mouse Models 
	Human Models 
	Livestock Models 

	Mesothelial Cells: A Depot-Specific, Heterogenous Cell Type 
	Conclusions and Future Directions towards the Use of Single-Cell Analyses to Address Livestock Health and Production 
	References

