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Abstract 

SERPINA3 is expressed in human adipocytes and modulated 

by TNF-α and vitamin B6 

 

BACKGROUND. The SERPINA3G gene participates in antiadipogenesis and insulin 

resistance induced by TNF-α in 3T3-F442A murine cells. Since this gene has a 

human orthologue, SERPINA3, we explored if its plays similar roles in human 

adipose cells. 

METHODS. The effects of TNF-α, retinoic acid (RA), and vitamin B6 (VIT B6) on 

terminal adipogenesis of primary human subcutaneous (hSA) and visceral (hVA) 

preadipocytes of normal-weight individuals and their SERPINA3 expression were 

analyzed by quantifying the lipid accumulation by spectrophotometry and image 

processing and detecting adipogenic molecular markers by RT-qPCR and Western 

blot. 

RESULTS. SERPINA3 was detected in subcutaneous and visceral adipose depots 

of normal-weight individuals. TNF-α and RA increase the expression of SERPINA3 

mRNA in cultured hSA and hVA, but only TNF-α induced Serpin A3 protein 

expression. VIT B6 abrogated SERPINA3 gene expression and partially canceled 

the anti-adipogenic effects by TNF-α in mature adipocytes. 

CONCLUSIONS. Serpin A3 is expressed in human adipose tissues and modulates 

the antiadipogenic effects of TNF-α. These results suggest Serpin A3 could be a 

promissory target in the inflammatory processes linked to obesity and other adipose 

dysfunctions. 

 

KEY WORDS: Serpin A3, TNF-α, retinoic acid, vitamin B6, human adipocytes, in 

vitro adipogenesis. 
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Resumen 

SERPINA3 se expresa en adipocitos humanos y es modulado 

por TNF-α y vitamina B6 

 

CONTEXTO. El gen SERPINA3G participa en la antiadipogénesis y la resistencia a 

insulina inducida por TNF-α en células múridas 3T3-F442A. Dado que este gen tiene 

un ortólogo humano, SERPINA3, exploramos si desempeña funciones similares en 

las células adiposas humanas. 

MÉTODOS. Se analizaron los efectos del TNF-α, el ácido retinoico (RA) y la 

vitamina B6 (VIT B6) sobre la adipogénesis terminal de preadipocitos primarios 

subcutáneos (hSA) y viscerales (hVA) humanos en los que el mRNA de SERPINA3 

fue determinado por RT-qPCR, se cuantificó la acumulación de lípidos mediante 

espectrofotometría y procesamiento de imágenes y la expresión de marcadores 

moleculares adipogénicos mediante RT-qPCR y Western blot. 

RESULTADOS. SERPINA3 se expresa en depósitos adiposos viscerales y 

subcutáneos humanos de individuos con normopeso. TNF-α y RA indujeron la 

sobreexpresión del mRNA SERPINA3 en adipocitos viscerales y subcutáneos 

humanos cultivados, pero solo TNF-α indujo la expresión de la proteína Serpina A3. 

La VIT B6 anuló la expresión del gen SERPINA3 y canceló parcialmente los efectos 

antiadipogénicos provocados por el TNF-α en los adipocitos maduros. 

CONCLUSIONES. Los tejidos adiposos humanos expresan Serpina A3, que a su 

vez, modula los efectos antiadipogénicos de TNF-α. Nuestros resultados sugieren 

que Serpina A3 es un blanco promisorio en los procesos inflamatorios relacionados 

con la obesidad y otras disfunciones adiposas. 

 

Palabras clave: Serpin A3, TNF-α, ácido retinoico, vitamina B6, adipocitos 

humanos, adipogenesis in vitro. 
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1. General Introduction 

1.1 Adipose tissue 

Adipose tissue is a specialized connective tissue and the most prevalent in the 

human body. The majority of cells residing in adipose tissue are mature adipocytes, 

but there are several other types including preadipocytes, adipogenic progenitor 

cells, smooth muscle cells, pericytes, endothelial cells, and fibroblasts (Johnston & 

Abbott, 2022). 

Until the 1980s, the adipose tissue was viewed almost exclusively as a depot 

for energy storage, with lipids being added or released under the influence of 

appropriate hormones. However, it is now known that adipose tissue plays a crucial 

role in the body due to its multifaceted functions. It serves as a regulator of appetite 

and energy expenditure, and participates in complex processes like reproduction, 

inflammation, and more (Sauerwein et al., 2014). For example, adipose tissue 

influences various metabolic pathways by secreting cytokines and adipokines which 

act as hormones (Castro et al., 2016). 

This is important because adipose tissue is richly innervated and vascularized 

which means it has an impact on multiple target organs and is also capable of 

responding to, endocrine, immunological and metabolic signals (Mączka et al., 

2024). Furthermore, in certain cases, adipose tissue has been signaled as a 

biomarker or predeterminant of various metabolic conditions, including obesity, 

diabetes, hypertension, and cardiometabolic risks (Choi et al., 2014). Additionally, 

the extracellular matrices of adipose tissue hold promise for tissue engineering and 
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regenerative medicine, particularly in soft tissue regeneration therapies 

(Gunawardana, 2014). 

Humans have a widespread distribution of white adipose tissue (WAT). Major 

deposits reside in both the subcutaneous region (upper, deep, and superficial 

abdominal; lower, gluteal-femoral) and the visceral region (omental, mesenteric, 

mediastinal, and epicardial). Subcutaneous WAT (SAT), residing beneath the skin, 

acts as a barrier against infection, an insulator for heat retention, and a cushion 

against external stress. Visceral WAT (VAT), located within the trunk cavity and 

protected by the peritoneum and rib cage, surrounds vital organs (Kwok et al., 2016), 

has emerged as a key player in the development of metabolic disorders through the 

secretion of adipokines, such as leptin, adiponectin, and resistin (Sun et al., 2023). 

In addition, VAT secretes more cytokines than subcutaneous fat, which can 

negatively impact insulin sensitivity (Ferreira et al., 2023). Additionally, analyzes of 

the methylome and transcriptome of both depots have shown that DNA methylation 

patterns of adipocyte depots are significantly different and the most dramatic 

variations in methylation occur in genes controlling development and transcription 

factors (Bradford et al., 2019). Another notable difference lies in the movement 

patterns. Subcutaneous cells move in a remarkably directed and controlled manner, 

constantly forming and breaking down attachments to their surroundings (focal 

adhesions). In contrast, visceral cells demonstrate a more random and 

uncoordinated movement style, with their attachments being more stable (Ritter 

et al., 2019). 

In relation to metabolic condition and health, it has been reported that in 

individuals with obesity, visceral adipose tissue accumulation is associated with 
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insulin resistance, while variations in the type and proportions of immune cells within 

subcutaneous adipose tissue may play a role in determining diabetes risk (Kahn 

et al., 2022). Furthermore, VAT has been linked to the development of 

atherosclerosis and cardiovascular disease (Cesaro et al., 2023; Kataoka et al., 

2023). 

Although subcutaneous and visceral adipose tissues have distinct functions, 

some reports suggest they can also share some functional characteristics or even 

exhibit opposing classical functions (Kralova-Lesna et al., 2016). In addition, the 

cellular complexity of subcutaneous and visceral tissue demonstrates that both play 

a dynamic and active role in regulating energy and cellular homeostasis. Therefore, 

it is necessary to continue studying the regulation processes that both depots have. 

1.2 Adipogenesis 

Adipogenesis is the process by which precursor cells differentiate into adipocytes. 

This process is regulated by a complex and highly orchestrated gene expression 

program, hormonal and nutritional stimuli, and epigenomic regulators (Moseti et al., 

2016) (Fig. 1). 

The complex molecular process of adipogenesis involves many mechanisms 

orchestrating the transformation of adipose tissue precursors into mature 

adipocytes. Given this intricate system, the study of adipogenesis primarily relies on 

preadipocytes cell lines or preadipocytes isolated from adipose tissue (Ruiz-Ojeda 

et al., 2016). 

The isolation of 3T3-L1 and 3T3-F442A cells from non-clonal Swiss 3T3 cells 

by Green and Kehinde (1974) marked the start of extensive research into the 



 

4 

differentiation properties of pure, clonal preadipocytes (Green & Kehinde, 1974; 

1975; 1976). The 3T3-L1 cells are morphologically similar to fibroblasts but are 

already committed to the adipocyte lineage when exposed to prodifferentiative 

agents (Rosen et al., 2000). 

In general terms, the adipogenic program consists of two distinct phases: the 

commitment phase and terminal differentiation phase. In the first, mesenchymal 

precursor cells limit their commitment to the adipocyte lineage under specific 

physicochemical signals; in this phase the cells turn into preadipocytes without 

significant morphological changes (Cawthorn et al., 2012; Eckel-Mahan et al., 2020). 

Following the commitment phase, preadipocytes undergo terminal differentiation. 

This phase is characterized by a series of structural and molecular changes that lead 

to various morphological changes allowing them to accumulate lipids (Kolodziej 

et al., 2019; Zhang et al., 2004). 

During adipocyte differentiation, cells initially proliferate until they reach 

confluence, at which point most lineages undergo growth arrest, a critical first step 

in the differentiation process. In cultured cell lines, this arrest typically occurs due to 

contact inhibition and is followed by one or two rounds of mitotic clonal expansion 

(Tang et al., 2003). However, not all cells in the population are committed to mature 

adipocytes. A subset of cells remains in a quiescent, undifferentiated state, 

suggesting that adipogenic commitment is not uniform and may be regulated by 

intrinsic or extrinsic factors that modulate the differentiation potential of individual 

cells (Cannavino & Gupta, 2023). Subsequently, the committed cells undergo a 

phase or early differentiation and finally into fat cells (Chen et al., 2017). 
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At the molecular level, adipogenesis begins with the transient activation of the 

transcription factors C/EBPβ and C/EBPδ (Ambele & Pepper, 2017; Darlington et al., 

1998). This is followed by the increased expression of the key adipogenic regulators 

PPARγ and C/EBPα. Finally, most or all genes associated with the mature fat cell 

phenotype are expressed, including those involved in triglyceride accumulation, e.g., 

glycerophosphate dehydrogenase, fatty acid synthase, acetyl CoA carboxylase, and 

Glut4 (Mota de Sá et al., 2017). 

PPARγ 

Peroxisome proliferator-activated receptor gamma (PPARγ) exists in two 

isoforms (PPARγ1 and PPARγ2) generated through alternative promoter usage and 

splicing (Mu et al., 2020). PPARγ1 is present in low amounts in many tissues; 

however, PPARγ2 is highly specific to adipose tissue, where it is expressed at very 

high levels (Sun et al., 2021). PPARγ exerts a profound influence on the expression 

of genes critical for proliferation, cellular differentiation, and lipid accumulation, as 

well as for the regulation of glucose, lipids, and cholesterol metabolism (Hernandez-

Quiles et al., 2021; Sobolev et al., 2022). Additionally, clinical studies show that 

PPARγ dysfunction, including polymorphisms and mutations, contributes to the 

development of various metabolic syndrome pathologies, such as insulin resistance, 

obesity, dyslipidemia, and hypertension (Miao et al., 2022; Stalin et al., 2022). 

C/EBP Family 

CCAAT-enhancer-binding proteins (C/EBPs) belong to the basic-leucine 

zipper family of transcription factors expressed in different tissues; however, during 

adipogenesis, the expression of several C/EBP family members is tightly regulated. 

In differentiating preadipocyte cell lines, C/EBPβ and δ exhibit early and transient 
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increases in mRNA and protein levels (Cao et al., 1991; Darlington et al., 1998). In 

contrast, C/EBPα is induced later in the process, just before the activation of most 

fat cell-specific genes (Musri & Párrizas, 2012). 

An amount of evidence supports a model for a transcriptional cascade 

regulating adipogenesis (Fig. 1). In this model, C/EBPβ and δ play a key role in 

inducing PPARγ expression. PPARγ, in turn, is responsible for inducing C/EBPα 

expression (Dutta et al., 2023; Kuri-Harcuch et al., 2019). 

Together, C/EBPβ, C/EBPδ, and the transcription factor Cyclic AMP (cAMP) 

Response Element Binding Protein (CREB) collaborate to initiate adipogenesis. 

C/EBPβ and C/EBPδ constitute the first wave of transcription factors responding to 

adipogenic stimuli. In contrast, C/EBPα, a partner of PPARγ, belongs to the second 

wave and is involved in coordinating the final stages of adipocyte differentiation 

(Audano et al., 2022). 
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Figure 1. Cascade of events during adipogenesis 

Adipogenesis is the process through which precursor cells differentiate into adipocytes. The 

intricate process involves numerous molecular mechanisms in which various transcription 

factors act as conductors, meticulously stimulating and inhibiting signaling pathways 

throughout this cellular commitment and differentiation. Based on data from Kuri-Harcuch et 

al., 2019; Audano et al., 2022; Dutta et al., 2023. Image created with BioRender.com. 

 

1.3 Serpin superfamily of proteins 

Serine protease inhibitors (Serpins) are a superfamily of proteins that regulate the 

activity of serine proteases (Gettins, 2002). Serpins are represented in all life 

kingdoms: archaea, bacteria, protist, fungi, plants and animals (Mangan et al., 

2015). In humans, 36 serpins have been identified, 30 of them classified as 

functional protease inhibitors (Law et al., 2006; Lucas et al., 2018). According to its 

phylogenetic relationship, the superfamily is subdivided into nine clades (A to I) (Li 

et al., 2015). 

Most Serpin members contain ∼350–400 amino acid residues and, due to 

their glycosylation profile, their molecular weight varies between 40 and 100 kDa 
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(Irving et al., 2000; Sanrattana et al., 2019). To perform its inhibitory activity, serpins 

retain a classical structure of three β-sheets and 7-9 α-helices (Huntington, 2006; 

Mulenga et al., 2009). The structure also comprises a reactive center loop (RCL) 

that contains the proteinase recognition site (Marijanovic et al., 2019). The process 

through which the serpins carry out their inhibitory action is characterized as a 

suicide substrate-like inhibitory mechanism in which the proteinase initially forms a 

non-covalent Michaelis-like complex through its interaction with RLC residues. Upon 

coupling, the P1 – P ' RCL bond is cleaved, allowing the protease to covalently bind 

to the main chain carbonyl carbon of the P1 residue. This is carried out through a 

translocation to the “bottom” of the serpin; the compression and distortion generated 

in the proteinase leads to a kinetically-trapped covalent complex (Horvath et al., 

2005; Janciauskiene, 2001; Sanrattana et al., 2019; Silverman et al., 2001). 

Serpins play essential roles in multiple physiological processes, including 

blood coagulation, hormone transport, inflammation and complement activation, 

ECM maintenance and remodeling, apoptosis, microbial infection, and renal 

development, among others (Wang et al., 2014; Winkler et al., 2020). It is important 

to mention that not all serpins function as proteinase inhibitors; instead, they execute 

other important functions as hormone transport proteins and chaperones (Gardill 

et al., 2012; Köhler et al., 2020). 

1.4 Serpin A3: functions and protease targets 

Serpin A3 (also known as α1-antichymotrypsin) is a serine protease inhibitor 

composed of 423 amino acids and has a classical serpin structure consisting of eight 

α-helices, three β-sheets, and an active site located within a reactive center loop 
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(RCL) (Janciauskiene, 2001). Phylogenetically it is classified within clade A serpins 

that mainly include inflammatory response molecules (Lucas et al., 2018). The 

protein is secreted to the circulation during the acute phases of the inflammatory 

process, where it is required for the regulation of released leukocyte proteases 

(Janciauskiene, 2001). Proteolytically inhibits various serine proteases, including 

pancreatic chymotrypsin, mast cell chymase, staphopain C, and mainly cathepsin G 

(Baker et al., 2007; Travis et al., 1978; Wladyka et al., 2011). As a component of 

neutrophil granules, Cathepsin G regulates inflammatory responses through the 

activation of immune cells and its mobilization to the site of tissue damage also 

stimulates cytokine production and contributes to neutrophil migration due to 

extracellular matrix protein cleaving (Mantovani et al., 2011; Meyer-Hoffert, 2008; 

Zamolodchikova et al., 2020). 

Serpin A3 is synthesized in a range of tissues including liver, kidneys, bronchi, 

brain and prostate (Kalsheker, 1996). Several studies indicate that Serpin A3 is 

involved in multiple physiological functions such as apoptosis, the implantation 

process, cell proliferation, invasion and migration, blood coagulation, wound healing, 

and it has also been associated with various pathologies (Kulesza et al., 2019b; 

Meijers et al., 2018). For instance, the first studies on the role of Serpin A3 were 

related to its overexpression in individuals with Alzheimer's disease and nowadays 

is considered a crucial player in the pathogenesis of this disease, especially in 

relation to the progression of cerebral amyloidosis (Abraham et al., 1988; 2001). 

Subsequent studies have indicated that Serpin A3 is associated with multiple cancer 

types, including endometrial (Wang et al., 2018; Yang et al., 2014; Zhou et al., 

2019), prostate (Nguyen et al., 2018), colon (Cao et al., 2018), breast (Montel et al., 
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2005; Vishnubalaji et al., 2019; Yamamura et al., 2004), ovarian (Jinawath et al., 

2010), and non-small-cell lung cancer (Jung et al., 2016, 2016; Tian et al., 2016). 

Serpin A3 has also been linked to other conditions such as hepatocellular 

carcinoma (Santamaria et al., 2013), glioblastoma (Luo et al., 2017; Miyauchi et al., 

2018), cholangiocarcinoma (Chapman et al., 2012), and melanoma (Kulesza et al., 

2019a; Wang et al., 2010; Zhou et al., 2016). Furthermore, recent research links 

Serpin A3 to the etiology ans sustainment of type 2 diabetes mellitus through 

inflammatory processes and oxidative stress (Cimini et al., 2019; El-Mesallamy 

et al., 2014; Takahashi et al., 2013). 

1.4.1 Non-canonical functions of Serpin A3 

Although most SERPINs are defined primarily by their protease inhibitory activities, 

they execute other important functions. Some serpins play a role as chaperones, as 

is the case of the heat‐shock protein 47 (HSP47) or serpinH1, that perform key 

functions in the secretion and folding of fibrillar collagens (Köhler et al., 2020). An 

emerging role in immunity has also been recorded for intracellular serpins driven by 

the development of memory T cells (Ashton-Rickardt, 2012). The case of Serpin A3 

is notable due to it functions not only as a serin protease inhibitor but also 

participates in activities such as cell migration (Zhou et al., 2017), invasion (Kulesza 

et al., 2019b) and proliferation (Yang et al., 2014), redox-sensitive functions (Grek 

et al., 2012), and promotion of chromatin condensation (Santamaria, et al., 2013). 

1.4.2 Pathologies supporting functions of SERPINA3 

Numerous advances in the role of SERPINA3 in biological processes are about its 

participation in cancer pathology. It has been pointed out that the secretion of Serpin 
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A3 by DNA-PKcs-proficient cells allows cancer metastasis by promoting cell 

migration and invasion; DNA-PKcs is an important factor in DNA damage signaling 

(Hanamoto et al., 2013). 

Likewise, STAT3 is a transcriptional factor constitutively activated in many 

cancers and participates in cell cycle progression, cell proliferation and tumor growth 

progression (Gu et al., 2020). Recently, it has been reported that Serpin A3 is one 

of the transcriptional targets of STAT3, the regulation through this transcription factor 

produces an increase in the migration of melanoma cells overexpressing 

SERPINA3, while the decreased expression of SERPINA3 results in a lower number 

of invading cells (Kulesza et al., 2019b). 

Its relationship with the processes of cell migration and invasion has also been 

studied in colon cancer. It has been observed that the knockdown of SERPINA3 in 

KM-12L4 and HT-29LMM colon cancer cell lines results in a decrease in migration 

and invasiveness of these cells compared to control cells. Accompanying this effect, 

a decrease in the expression of Mmp-2 and Mmp-9, two members of the family of 

matrix metalloproteinases that function as indicators for invasion or metastasis in 

colon cancer, was also observed (Cao et al., 2018). Likewise, it has been pointed 

out that alterations in the concentration of Serpin A3 in human colorectal cancer 

tissue could function as a biomarker of disease progression, especially since the 

expression of Serpin A3 tended to be higher in disseminated cancer than in localized 

cancer (Dimberg et al., 2011). In this line, a meta-analysis of in vitro microarray 

studies and proteomic data suggests that Serpin A3 is a strong prognostic candidate 

for colorectal cancer metastasis (Long et al., 2016). 
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On the other hand, in endometrial cancer, a positive expression of SERPINA3 

was found in 80% of the cancer group cases and none in the control group. In 

addition, the expression of SERPINA3 was associated with the degree of tumor 

differentiation, especially in those cases with medium and low-grade differentiation 

(Wang et al., 2018). For its part, an upregulated SERPINA3 expression is present in 

recurrent ovarian carcinoma, and its participation could be related to the activation 

of inflammatory networks (Jinawath et al., 2010). 

Breast cancer research has also addressed the role of SERPINA3 in the 

development of this pathology. In this way, microarray analysis of primary breast 

cancer biopsies pointed to SERPINA3 as a gene that co-clusters with estrogen 

receptor (ER) (Dressman et al., 2001). Classification based on ER status comprises 

ER-positive and ER-negative, of which more than three quarters are ERα-positive in 

breast cancer patients. SERPINA3 expression is present in high levels in ER1α-

positive samples and on the contrary, at low levels in ER1α-negative breast cancer 

tissue samples (Craig et al., 2004; Hua et al., 2018). Likewise, it has been shown 

that the levels of mRNA expression of SERPINA3 could be considered as predictors 

of response to adjuvant hormone therapy in patients with human breast cancer, 

since SERPINA3 is an estrogen-inducible gene and is associated with good 

prognosis in hormone receptor-positive in these patients (Yamamura et al., 2004). 

Research along the same lines has reported that the mechanism by which the 

transcription of SERPINA3 is dependent on estrogen receptor in human breast 

cancer cells is mediated by the recruitment of PLK1, a key regulator of cell division, 

to estrogen-sensitive elements (ERE) that are present in promoter regions of the 

SERPINA3 gene after hormonal stimulation (Wierer et al., 2013). Besides, further 
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investigations to determine the interaction of breast cancer cells and adipocytes 

indicated that the co-culture of both MCF-7 cells and 3T31-L1 adipocytes or MCF-7 

cells and adipocyte-conditioned medium (ACM), produced a significant up-regulation 

of SERPINA3 in cancer cells compared to those in regular growth medium as 

controls, which could show some type of adipose regulation through Serpin A3 in 

cancer cells (Nickel et al., 2018). 

1.4.3 SERPINA3: a novel regulator of cell differentiation and proliferation 

across diverse cell types 

The involvement of SERPINA3 in the process of adipogenesis has been also 

addressed. In the 3T3-F442A cell line, the murine ortholog SERPINA3g is induced 

by tumor necrosis factor-alpha (TNF-α) during the stages of the differentiation and 

participates in the insulin-resistance caused by this cytokine (Salazar-Olivo et al., 

2014). 

Likewise, the study of novel genes that participate in the early adipogenesis 

of the 3T3-L1 cell line establishes that serpins A3c, A3n, and AdamTs15 are highly 

expressed in conditioned medium compared with the induction medium, suggesting 

that the secretion of these proteins by adipocytes could play a role during 3T3-L1 

differentiation (Choi et al., 2020). In fact, SERPINA3c has been identified as one of 

the adipocyte-secreted proteins during adipogenesis in 3T3-L1 adipocytes (Wang 

et al., 2004; Zvonic et al., 2007). Moreover, SERPINA3c is highly expressed in mice 

adipose tissue and its participation is critical in the early stages of adipogenesis, 

mainly during mitotic clonal expansion via insulin growth factor 1 and by inhibiting 

serine proteases responsible for degrading integrin α5, thus preventing the 
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attenuation of adipose differentiation (Choi et al., 2020). In the same way, microarray 

analysis revealed that the SERPINA3c gene is upregulated in small proliferative 

adipocytes (SPA) compared with stromal vascular cells (non-adipocyte cells). SPA 

cells express adipocyte-specific genes and have a proliferative capacity suggesting 

they may be intermediate cells in the course of adipogenesis (Hanamoto et al., 2013; 

Kajita et al., 2013; Taguchi et al., 2020). 

It has also been reported that during hemopoietic progenitor cells 

mobilization, a decrease in SERPINA1 and SERPINA3 expressions occur at mRNA 

and protein levels. This produces an accumulation of the serine proteases required 

for the maintenance of hematopoietic progenitor cells in bone marrow, which 

ultimately determines their fate and participation in cell proliferation and survival 

(Winkler et al., 2005). A screening for hallmarks of mesenchymal stem cell 

differentiation into articular chondrocytes found that SERPINA1 and SERPINA3 are 

induced during in vitro chondrogenesis (Boeuf et al., 2008; Meyer et al., 2016). 

Concerning SERPINA3n, this inhibitor abolishes the function of differentiated 

osteoblasts, which could finally impact osteoblastic bone formation. However, in the 

early stage of osteoblastic differentiation, the overexpression of SERPINA3n does 

not appear to affect the differentiation of mesenchymal cell into osteoblasts (Ishida 

et al., 2019). Furthermore, histological analysis showed that SERPINA3g-

expressing cells have been observed in the trabecular bone region of the bone 

marrow, where the hematopoietic stem cell microenvironment needed to maintain 

blood cell production is located. Therefore,  SERPINA3n expression could be related 

to processes of self-renewal, proliferation, and cellular differentiation (Mizukami 

et al., 2008). 
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Participation of SERPINA3 in cell proliferation or growth has also been 

reported in cancer cells. For example, SERPINA3 has emerged as a factor with in 

vitro proliferative effects in human colon cancer (HT-29) cells; its participation could 

be related to the activation of growth pathways by ribosomal protein S6 and Akt 

phosphorylation (Meijers et al., 2018). It has been shown that knockdown of 

serpinA3 expression arrested cell cycle at G2/M phase leading to proliferation 

inhibition of endometrial cancer cell lines; this serpin can control cell viability through 

AKT phosphorylation and activation of the ERK1/2 pathway, whose nuclear 

translocation allows the progression of the G1 to the S phase (Brunet et al., 1999; 

Yang et al., 2014). Moreover, microarray analysis and telomere length studies 

identified SERPINA3  as the strongest determinant of liver hepatocellular carcinoma 

cell invasion, migration, and proliferation (Ko et al., 2019). Additionally, it has been 

suggested that SERPINA3 could be a factor that allows monitoring in vitro 

hepatogenesis since it has been found in a hypomethylated state in hepatocellular 

carcinoma and non-tumor hepatic tissue, while a hypermethylated state occurs in 

human embryonic stem cells as in human induced pluripotent stem cells (Kim et al., 

2011). 

1.4.4 Metabolic disorders and SERPINA3 

Obesity is a persistent ailment distinguished by the accumulation of fat mass. Today, 

obesity represents a significant challenge to global public health, given that 

approximately 800 million people globally are impacted by it (World Health 

Organization, 2022). The main concern about obesity is its association with other 

metabolic diseases such as type 2 diabetes mellitus (T2D), hypertension, 
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cardiovascular diseases, and some types of cancer (Al-Goblan et al., 2014; Bhushan 

et al., 2018; López-Jiménez & Cortés-Bergoderi, 2011; Stone et al., 2018). Multiple 

causes underpin the pathogenesis of obesity, including hereditary components, 

physiological processes, external circumstances, and communal determinants. For 

example, a range of research suggests that adipose tissue plays a role in the 

progression of obesity. This is because it doesn't solely serve as an energy storage 

site, but also functions as a gland that secretes various chemical messengers, 

including cell-communication molecules, signaling and regulatory proteins, and 

enzymes, which can influence how cells and biological structures function (Booth 

et al., 2016; Kershaw & Flier, 2004; Longo et al., 2019; Trayhurn, 2005; Wright & 

Aronne, 2012). Furthermore, obesity is recognized as a condition significantly driven 

by inflammation. Consequently, extensive research has investigated the production 

of inflammatory proteins, like tumor necrosis factor and various cytokines, within 

adipose tissue (Hamid et al., 2016; Samaras et al., 2010; Schmidt et al., 2015). 

Nevertheless, to gain a comprehensive understanding of how adipose tissue 

contributes to related diseases, it's necessary to investigate other genes and 

proteins that might significantly influence how obesity is regulated. 

A prime example is the Serpin A3 protein (Baker et al., 2007). Recently, 

significant interest has grown around SERPINA3 due to its established connection 

with obesity and T2D. For instance, increased concentrations of SERPINA3 have 

been found in the plasma of animal models exhibiting T2D, leading to its 

consideration as a potential circulating biomarker in diabetic retinopathy. (Takahashi 

et al., 2013), and a urine biomarker in diabetic patients (Riaz, 2015). SERPINA3 has 

also been identified as a precursor of T2D in patients with abdominal obesity (Kim 
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et al., 2019). Likewise, significantly higher levels of SERPINA3 have been reported 

in diabetic patients compared to healthy subjects (Takahashi et al., 2017) and its 

presence has been noted in the proteomic profile of individuals with obesity (Al-

Daghri et al., 2017). 

1.5 Towards understanding the human adipogenic network: exploring the 

role of SERPINA3 

As noted above, adipogenesis is the process through which precursor cells, 

preadipocytes, differentiate and engage in sustaining energy homeostasis as mature 

adipocytes (Sarjeant & Stephens, 2012). Multiple factors control this process, from 

endocrine hormones, activation, and repression of cell signaling pathways to growth 

factors, cytokines, and adipokines, among others (Tang & Lane, 2012). One of these 

molecules is TNF-α, a proinflammatory cytokine that has been associated with 

various metabolic diseases such as obesity, T2D, and insulin resistance (Alzamil, 

2020). During adipose differentiation of murine cell lines, TNF-α acts as an inhibitor 

of adipogenesis (Song et al., 2013). The mechanism involved appears to implicate 

blocking or decreasing the expression of transcription factors essential for the 

promotion of adipogenesis such as PPARγ and C/EBPα (Kudo et al., 2004; Meng et 

al., 2001). It has also been reported that TNF-α is overexpressed, both at the mRNA 

and protein level, in adipose tissue of humans and animals with obesity (Al-Shukaili 

et al., 2013; Krogh-Madsen et al., 2006), and that it is able to interfere with the 

expression patterns of various molecules associated with obesity and T2D 

(Kirchgessner et al., 1997; Wu et al., 2016). 

One of these molecules is Serpin A3, a protein of the serine protease inhibitor 
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superfamily (Baker et al., 2007). As noted, SERPINA3 gene and protein plays 

various roles at the cell and physiology levels and it is also important to highlight that 

the protein is present on the proteomic profile of individuals with obesity (Al-Daghri 

et al., 2017) and significantly higher levels of SERPINA3 have been reported in 

individuals with T2D than in healthy subjects (Takahashi et al., 2017). 

The relationship of SERPINA3 with TNF-α has been documented during the 

in vitro administration of TNF-α to lung cells, which produces an increase in the 

expression of SERPINA3, this action requires the presence of glucocorticoid 

receptors and the soluble TNF-α receptor type 1 (Lannan et al., 2012). In in vivo and 

in vitro models, the cytokines IL-1β and TNF-α, respectively, induce the transcription 

and translation of SERPINA3 (Machein et al., 1995; Morihara et al., 2005). It has 

also been reported that the expression of the SERPINA3 gene is strongly modulated 

by proinflammatory cytokines such as IL-1 and IL-6 (Baker et al., 2007; Kordula et 

al., 1998). 

Furthermore, the involvement of TNF-α and SERPINA3 in the adipogenic 

process has been reported in murine preadipocytes of the 3T3-F442A line in which 

TNF-α induces the expression of SERPINA3g, the murine orthologue of SERPINA3, 

independently of the state of cell differentiation. Silencing of SERPINA3g in this cell 

line suggests that serpin participates in the antiadipogenic effect of TNF-α on 

preadipocytes and in cytokine-induced insulin resistance in mature adipocytes 

(Salazar-Olivo et al., 2014). 

Despite previous findings in murine preadipocytes, neither the involvement of 

SERPINA3 in the course of in vitro human adipogenesis nor the effects of TNF-α on 
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SERPINA3 expression during this process have been explored. 

1.6 Rationale 

The absence of the SERPINA3g gene in humans implies a knowledge gap regarding 

its role in human adipose metabolism and adipogenesis. Therefore, the study of 

SERPINA3, its human orthologue, aims to elucidate the molecular mechanisms in 

SERPINA3 mRNA and protein expression during human adipogenesis and 

adipocyte function, which could address this critical knowledge gap in our 

understanding of adipocyte cell development and metabolism in humans. 

Furthermore, since SERPINA3 appears to be modulated by TNF-α, a known 

cytokine with pro-inflammatory effects, the present study could lay the foundation for 

understanding its function in inflammation-linked adipose dysfunction. 

In addition, this study focuses on SERPINA3 expression in both 

subcutaneous and visceral human adipocytes primary cultures; therefore, to analyze 

how SERPINA3 function differs in both depots could provide valuable insights into 

the regulation of fat storage and dysfunction in specific adipose tissues. 

In general, this research aims to provide a more comprehensive 

understanding of the adipose tissue physiology and the mechanisms governing 

adipogenesis and, given the relationship of both with SERPINA3, it could contribute 

to elucidating its mechanism of action and therapeutic utility in SERPINA3-related 

metabolic conditions. 



 

20 

2. Materials and Methods 

2.1 RT-PCR for human adipose tissue samples 

Subcutaneous and visceral adipose tissue samples were obtained from fourteen 

healthy, non-pregnant volunteers (seven woman, seven men) undergoing abdominal 

surgery at Hospital Militar Regional de San Luis Potosí. All participants provided 

written informed consent, and the study protocol was approved by the Hospital's 

Ethics Committee. Inclusion criteria were: age 20-45 years, normal weight defined 

by a body mass index (BMI) of 18.5-24.9 kg/m² according to World Health 

Organization criteria (WHO, 2024), and no prior diagnosis of cancer or HIV. 

Exclusion criteria were current pregnancy and use of medication known to alter 

metabolism or significantly affect body weight, including antipsychotics. 

Total RNA was extracted from subcutaneous and visceral adipose tissue using 

TRIzol®. RNA was quantified by UV spectrophotometry at 260 nm. For reverse 

transcription, 1 µg of total RNA was combined with 0.5 µg of oligo(dT), 200 U reverse 

transcriptase, 25 U RNAsin, 0.5 mM dNTPs, and 1x RT buffer in a 25 µL reaction, 

incubated at 42 °C for 90 min. Negative controls without reverse transcriptase were 

included. hGAPDH was used as an internal control.  

cDNA was amplified using SERPINA3 and hGAPDH  primers (see Table 1). PCR 

was performed with 500 ng cDNA, 0.2 µM primers, 0.2 µM dNTPs, 1.5 mM MgCl₂, 

1.25 U Taq polymerase, and 1× buffer in a 15 µL volume. Cycling conditions were: 

95 °C for 5 min; 33 cycles of 95 °C for 30 s, 58.4 °C for 1 min, and 72 °C for 1 min; 

final extension at 72 °C for 5 min. SERPINA3 products (322 bp) were visualized on 

1.5% agarose gels stained with ethidium bromide 
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2.2 Adipose differentiation 

Human preadipocytes isolated from inguinal subcutaneous tissue (hSA) and from 

visceral adipose tissue (hVA) from a 20-month-old male patient treated for 

syndactyly were cultured in a humidified atmosphere of free gas exchange at 37 °C  

with L15 medium supplemented with 5% calf serum, 10% fetal bovine serum and 

antibiotics (penicillin 80 U/mL and streptomycin 80 g/mL) (Basal Medium; BM). 

When cells reached 80% and 100% confluence in BM medium, or BM supplemented 

with 10 ng/mL TNF-α or 10 μM retinoic acid, total RNA was extracted from the 

proliferating and quiescent culture stages, respectively. 

For the stages of freshly committed cells to adipose differentiation and mature 

adipocytes, confluent cells were induced to differentiate with adipogenic medium 

(AM; L15 medium supplemented with 10% SFB, 1 μM insulin, 33 mΜ biotin, 17 μM 

calcium pantothenate, 100 nM cortisol, 5 μg/mL transferrin, 2 nM triiodothyronine, 

100 nM dexamethasone, 500 μM isobutyl-methyl-xanthine, 1 μM rosiglitazone, and 

antibiotics), or else, with adipogenic medium supplemented with 10 ng/mL TNF-α or 

10 μM retinoic acid (RA, used as anti- adipogenic control) for 4 days, at which time 

RNA corresponding to the stage of cells freshly committed to adipose differentiation 

was obtained. Parallel cultures remained in maintenance medium (MM; L15 medium 

supplemented with 10% SFB, 1 μM insulin, 33 mΜ biotin, 17 μM calcium 

pantothenate, 100 nM cortisol, 5 μg/mL transferrin, 2 nM triiodothyronine and 

antibiotics) for 14 days for subsequent RNA extraction corresponding to the mature 

or terminally differentiated adipocyte stage. During each stage, parallel cultures were 

treated with non-adipogenic medium (NAM; L15 medium supplemented with 5% calf 
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serum, 10% fetal bovine serum, and antibiotics) as undifferentiated controls. 

2.3 Oil red O staining 

hSA and hVA preadipocytes were seeded into 24-well plates and subjected to 

adipose differentiation following the design of the previous experiment. After 14 

days, cells were fixed with 3.5% formaldehyde and incubated for 30 min at 4 °C. 

Excess formaldehyde was removed, oil red dye was added and treated cultures were 

kept at room temperature for 24 hours. After this time the excess dye was eliminated, 

and lipid accumulation was observed under an inverted microscope (Leica) at 20x 

magnification. Subsequently, the dye was extracted using 1 mL isopropanol for 10 

minutes at room temperature and the absorbance of the eluate was determined at 

510 nm in the spectrophotometer (SmartSpec Plus). 

2.4 RT-qPCR for cell culture samples 

Total RNA from hSA and hVA preadipocytes in proliferating condition (80% 

confluence in BM in the presence or absence of 10 ng/mL TNF-α or RA 10 μM), 

quiescent (100% confluence in BM in the presence or absence of 10 ng/mL TNF-α 

or RA 10 μM), freshly committed to differentiation (induced for 4 days with AM in the 

presence or absence of 10 ng/mL TNF-α or RA 10 μM), and mature adipocytes (pre-

adipocytes induced for 4 days with AM in the presence of 10 ng/mL TNF-α or RA 10 

μM and kept in MM for an additional 14 days) were extracted using TRIzol®. RNA 

was quantified by spectrophotometry at 260 nm. For reverse transcription, 1 µg total 

RNA was mixed with 0.5 µg Oligo(dT), 200 U reverse transcriptase, 25 U RNAsin, 

0.5 mM dNTPs, and 1× RT buffer in a 25 µL reaction, incubated at 42 °C for 90 min. 
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Expression levels of adipose differentiation marker genes and SERPINA3 were 

assessed by quantitative PCR (qPCR) at each stage of adipose differentiation 

(proliferating preadipocytes, quiescent preadipocytes, adipocytes freshly committed 

to differentiation, and mature adipocytes). SYBR Green-based qPCR was performed 

on a Rotor-Gene 6000 real-time PCR system. The qPCR reaction was prepared in 

a total volume of 20 μL containing 10 μL of 1X SYBR Green master mix (Applied 

Biosystems®), 1 μL of cDNA at 100 ng/μL, 1.2 μL of 0.6 μM oligonucleotides and 

7.8 μL of Milli-Q® water. A negative control was used by replacing the cDNA with 

Milli-Q® water. The sequences of the oligonucleotides used are shown in Table 1. 

Analysis of the relative mRNA expression for the selected genes was performed by 

2-ΔΔCt method using β-actin as the constitutive gene. 

Table 1. Oligonucleotides used in RT-qPCR 

mRNA Sequences 

β-actin 
Fw. GGACCTGACTGACTACCTCAT 

Rv. CGTAGCACAGCTTCTCCTTAAT 

PPARγ 
Fw. GCCTGCATCTCCACCTTATTA 

Rv. ATCTCCACAGACACGACATTC 

C/EBPα 
Fw. GATAACCTTGTGCCTTGGAAATG 

Rv. GAGGCAGGAAACCTCCAAATA 

SERPINA3 
Fw. CCAACGTGGACTTCGCTTTC 

Rv. CTCTTGGCATCCTCCGTGAA 

hGAPDH 
Fw. GAAGGTGGTGAAGCAGGCGT 

Rv. ATGTGGGCCATGAGGTCCACCA 

 

2.5 Cell proliferation assay 

hSA and hVA cells were seeded in 24-well plates at a density of 5x103 cells/well in 

BM. After 6 hours the cells were exposed to different concentrations (100 µM, 250 
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µM and 500 µM) of Vitamin B6 (VIT B6) (pyridoxal 5'-phosphate; SIGMA p3657-1G). 

VIT B6 was dissolved in DMSO as a stock solution and dissolved in culture medium 

according to the concentrations indicated without exceeding 0.1% DMSO. 

The proliferation of hSA and hVA cells was determined by direct counting in a 

Neubauer chamber at 24, 48, 72, and 96 hours. The medium was changed every 

other day. 

2.6 Adipose differentiation in the presence of VIT B6 

hSA and hVA cells were subjected to adipose differentiation following the design of 

the previous differentiation experiment with the addition of two more groups. For the 

stages of freshly committed cells and mature adipocytes, confluent cells were 

induced to differentiation with adipogenic medium or else, with adipogenic medium 

supplemented with 100 μM VIT B6, or with 100 μM VIT B6 plus 10 ng/mL TNF-α or 

10 μM RA for 4 days. Parallel cultures remained in a maintenance medium for 14 

days until reaching the mature stage. Simultaneous cultures were maintained with 

basal medium as undifferentiated controls. 

2.7 Lipid droplet counting 

Micrographs taken from cultures in the presence of the different treatments were 

analyzed through the implementation of a specific algorithm using MATLAB. The 

algorithm was developed to estimate the number of lipid droplets present in each of 

the cultures in their respective treatments. Two images per treatment were analyzed 

for both hSA and hVA, and a total of 56 images were examined. The algorithm 

parameters were adjusted to dilation, erosion, opening, closing and binary 
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conversion functions of the image to identify each lipid droplet more accurately. 

Subsequently, 10 images were randomly selected from the total to verify that the 

number provided by the algorithm was close to the manual count of lipid droplets in 

the same images. This count was performed through the ImageJ software for image 

processing and analysis. Subsequently, the sigma value calculated for both droplet 

counting methods was 0.004105. Since the higher the sigma value the greater the 

difference between the tests, the value obtained indicates that the difference 

between the two averages in terms of standard deviation is negligible. 

2.8 Human adipose tissue samples 

Paired cDNA samples from visceral adipose tissue and subcutaneous adipose tissue 

corresponding to 19 patients undergoing cholecystectomy were obtained. A 

database was accessed with the values corresponding to the biochemical 

parameters of this population for subsequent analysis. The metabolic obesity 

condition of the participants was determined according to their body mass index 

(BMI): BMI between 18.5 and 24.9 for normal weight and ≥ 30 for obesity (WHO, 

2024). 

2.9 RT-qPCR for human adipose tissue samples 

qPCR reactions were prepared in 20 μL volumes containing 10 μL of 1X SYBR 

Green master mix (Applied Biosystems®), 1 μL cDNA, 1.2 μL of 0.6 μM primers, and 

7.8 μL Milli-Q® water.. A negative control was used by replacing the cDNA with Milli-

Q® water. The sequences of the oligonucleotides used in this analysis are shown in 

Table 1. PCR reactions were performed in triplicate. Melt curve analysis was 

performed in each run to ensure the specificity of the amplified product, and a no-
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sample negative control (NTC) was included in each reaction. The relative 

expression analysis for the selected genes was performed by the 2-ΔΔCt method using 

β-actin as the constitutive gene. 

3. Statistical analysis 

Cell culture data are expressed as the mean ± standard deviation of three separate 

experiments. Statistical analysis of data obtained by spectrophotometry, 

densitometry, and RT-qPCR was performed by ANOVA followed by a Tukey test. In 

all cases, differences were considered significant when p ≤ 0.05, and the results 

obtained were plotted using GraphPad Prism 7. 

3. Results 

3.1 TNF-α and retinoic acid block terminal adipogenesis in subcutaneous and 

visceral human preadipocytes 

We previously showed that SERPINA3g participates in the antiadipogenesis and 

insulin resistance induced by TNF-α in murine 3T3-F442A adipose cells. To 

characterize the role of this serpin or some of its human orthologs during in vitro 

human terminal adipogenesis we established primary cultures of subcutaneous 

(hSA) and visceral (hVA) human preadipocytes and tested on them the 

antiadipogenic effects of TNF-α, a proven inductor of SERPINA3g expression in 

murine cells, and retinoic acid, also an antiadipogenic agent which does not induce 

the SERPINA3g expression (Salazar-Olivo et al., 2014). hSA or hVA cells 

maintained on basal medium (BM; Fig. 2A) remained fibroblastic in appearance and 

did not accumulate lipid droplets in their cytoplasm. On the contrary, cells induced 
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with adipogenic medium and kept in the maintenance medium for 14 days showed 

the mature adipocyte phenotype and a high amount of lipid accumulation 

characteristic of the differentiated stage (AM; Fig. 2A). 

The presence of TNF-α 10 ng/mL or RA 10 μM in the adipogenic medium 

blocked the lipid accumulation in hSA cells by 60% and 78% respectively, and by 

93.93% and 94.06 % in hVA cells, as determined by Oil red O staining (Fig. 2B, C). 

In both cell lineages, the antiadipogenic effects of TNF-α and RA were mediated by 

the underexpression of PPARγ and C/EBPα genes (Fig. 2D, E). 
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Figure 2. Effects of TNF-α and retinoic acid on terminal adipogenesis of human 

subcutaneous (hSA) and visceral (hVA) preadipocytes 

Terminal adipogenesis of human subcutaneous (hSA) or visceral (hVA) preadipocytes was 

induced in the absence or he presence of 10ng/mL TNF-α or 10 μM retinoic acid (RA). 

Fourteen days after induction cultures were fixed with formaldehyde and stained with Oil 

Red O (A) to quantify the lipid accumulation (B). The expression levels of adipogenic 

markers PPARγ and CEBPα were quantified using total RNA from hSA (C) and hVA (D) cells 

in proliferating and quiescent preadipocytes, as well as from freshly committed and mature 

adipocytes. β-actin was used as a constitutive gene. Asterisks indicate statistically significant 

differences according to an ANOVA test between their respective treatments followed by a 

Tukey test to determine which groups differ from each other (p < 0.05). BM, Basal Medium; 

AM; Adipogenic Medium. Adapted from Guzmán-Herrera et al., 2025.   
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3.2 TNF-α and retinoic acid induced the overexpression of SERPINA3 gene in 

hSA and hVA cells 

SERPINA3g gene is not present in humans. Its human ortholog SERPINA3 is highly 

expressed in the liver (Horvath et al., 2004), but its expression in adipose tissues 

has only been documented for epicardial fat (Zhao et al., 2020). Therefore, 

SERPINA3 expression was first assessed by RT-PCR in subcutaneous and visceral 

adipose tissue samples from normal-weight donors (n = 6; 3 females, 3 males). All 

samples, except one female subcutaneous sample, showed a 322 bp band 

corresponding to SERPINA3 (Fig. 3A). Despite the assay was not quantitative, 

SERPINA3 expression appeared stronger in visceral than in subcutaneous samples. 

Then, we analyzed the expression of SERPINA3 along the hSA and hVA 

terminal adipogenesis, in the absence or the presence of TNF-α or RA. Our analyses 

showed that proliferative and quiescent preadipocytes of both cell types expressed 

low levels of SERPINA3 mRNA, which were induced 3.86-fold (hSA) and 3.30-fold 

(hVA) by TNF-α but not RA in quiescence. has cells maintained in BM during the 

experiment (deep quiescence) expressed similar levels of SERPINA3 mRNA than 

freshly committed adipocytes (Fig. 3B). In contrast, adipogenesis but not deep 

quiescence increased 6.13-fold the expression of SERPINA3 in hVA cells (Fig. 3C). 

SERPINA3 gene increased 5.9-fold (hSA) and 2.98-fold (hVA) in freshly 

committed adipocytes, and 14.3-fold (hSA) and 3.2-fold (hVA) in mature adipocytes, 

concerning proliferating or quiescent preadipocytes. Furthermore, the presence of 

TNF-α induced a 2.1-fold (hSA) and 2.4-fold (hVA) SERPINA3 overexpression in 

freshly committed cells and a 3.3-fold (hSA) and 7.3-fold (hVA) in mature adipocytes 
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concerning AM. In the case of RA, its application increased SERPINA3 expression 

1.09-fold (hSA) and 1.95-fold (hVA) in freshly committed adipocytes and a 2.8-fold 

(hSA) and 4.5-fold (hVA) in mature adipocytes concerning AM (Fig. 3B, C). 
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Figure 3. Expression of SERPINA3 in human adipose tissues and cells 

Total RNA (1 µg),  isolated from either subcutaneous (SC) or visceral (VC) human adipose 

tissue samples, underwent analysis via RT-PCR to detect specific SERPINA3 mRNA. 

hGAPDH served as a normalization standard, and the absence of reverse transcriptase 

as a negative control. The resulting amplified fragments were observed on 1.5% agarose 

gels stained with ethidium bromide (A).SERPINA3 expression in hSA (B) or hVA (C) cells 

was analyzed by RT-qPCR in proliferating and quiescent preadipocytes as well as in 

freshly induced and mature adipocytes, cultured in the presence or absence of 10 ng/mL 

TNF-α or 10 μM RA. β-actin was used as the constitutive gene. Asterisks indicate 

statistically significant differences according to an ANOVA test between their respective 

treatments followed by a Tukey test to determine which groups differ from each other (p < 

0.05). BM, Basal Medium; AM; Adipogenic Medium. Adapted from Guzmán-Herrera et al., 

2025.   
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3.3 Vitamin B6 decreases SERPINA3 expression in early and late hSA and hVA 

adipocytes 

Our results showing that TNF- and RA induce SERPINA3 overexpression in freshly 

committed and mature hSA and hVA adipocytes prompted us to explore if 

decreasing SERPINA3 expression would eliminate the antiadipogenic effects of the 

cytokine and the retinoid. 

An early report showed that vitamin B6 (pyridoxal phosphate; VIT B6) 

suppresses SERPINA3 expression in rat colon cells and human colon cancer HT-29 

cells (Yanaka, 2011a), and a recent bioinformatic analysis showed that VIT B6 

strongly interacts with this serpin (Wang et al., 2023). Therefore, we examined the 

effect of VIT B6 on SERPINA3 expression along the adipogenic pathway under the 

influence of TNF-α and RA. 

To determine VIT B6 concentrations assayable on human adipose cells we 

evaluated three VIT B6 concentrations on hSA and hVA cell proliferation. Analyses 

showed that 100 µM and 250 µM VIT B6 did not significantly affect the cell growth of 

both cell types (Fig. 4A, B); in contrast 500 µM VIT B6 exerted a clear cytostatic effect 

on both cell types (Fig. 4A, B). Therefore, 100 µM VIT B6 was used in subsequent 

expression analyses. 
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Figure 4. Effect of Vitamin B6 on hSA and hVA cell proliferation 

Preadipocytes hSA (A) or hVA (B) were seeded in 24-well plates (0.5 x 104 cells/well) with 

basal medium (BM). After 6 h, cultures were refed with BM or BM added with VIT B6 at 100 

µM, 250 µM, or 500 µM and maintained with media changes every other day. BM added 

with DMSO 0.1% was included as vehicle control. Cell counts were performed in triplicate 

with a hemacytometer at 24, 48, 72, and 96 h. 

 

We then analyzed the effect of VIT B6 on the overexpression of SERPINA3 

induced by TNF-α or RA during hSA and hVA terminal adipogenesis. As previously 

shown (Fig. 3), TNF-α increased SERPINA3 expression 2.46-fold (hSA) and 2.23-

fold (hVA) in freshly committed adipocytes and 2.91-fold (hSA), and 7.11-fold (hVA) 

in mature cells, respect to AM in the same stages. RA also significantly increased 

SERPINA3 expression 1.85-fold only in freshly committed hVA, and 2.37-fold (hSA) 

and 4.62-fold (hVA) in mature adipocytes, concerning AM. SERPINA3 

overexpression of induced by TNF-α or RA was abrogated by VIT B6. In early 

adipocytes, VIT B6 decreased SERPINA3 expression 1.62-fold (hSA) and 3.56-fold 

(hVA), while in mature adipocytes, it decreased SERPINA3 expression 3.27-fold 

(hSA) and 32.63-fold (hVA) respect to AM (Fig. 5A, B). 
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To explore if the changes we observed at the level of gene expression also 

occurred in protein expression, we assessed the levels of SERPINA3 protein by 

Western blot in mature adipocytes under different treatments. Our results show that 

SERPINA3 protein expression was induced by terminal adipogenesis 4.85-fold in 

hSA and 1.86-fold in hVA. In both cases, VIT B6 mostly (hSA) or totally (hVA) 

abrogated this induction. Our results also show that TNF-α induced SERPINA3 

overexpression of 1.34-fold (hSA) and 1.93-fold (hVA) compared to AM. This protein 

overexpression was also totally abrogated by VIT B6. 

Contrary to TNF-α, SERPINA3 gene overexpression induced by RA in the two 

cell types did not result in the protein overexpression (Fig. 5C, D). 

  



 

35 

 

Figure 5. Effect of Vitamin B6 on the expression of SERPINA3 

The expression levels of SERPINA3 were analyzed by RT-qPCR in hSA (A) or hVA (B) 

freshly committed and mature adipocytes induced to differentiation in the absence or the 

presence of 10 ng/mL TNF-α, 10 μM RA, and 100 μM VIT B6 using β-actin as the 

constitutive gene. The whole cell protein of mature hSA (C) and hVA (D) adipocytes under 

the same treatments was analyzed by SDS-PAGE and Western blot to detect the presence 

of SERPINA3 protein. The bands detected for SERPINA3 in each treatment were quantified 

by densitometry and normalized to β-actin. The two lanes in each treatment correspond to 

samples from two separate experiments. Asterisks indicate statistically significant 

differences according to an ANOVA test between their respective treatments followed by a 

Tukey test (p < 0.05). BM, Basal Medium; AM; Adipogenic Medium. Taken from Guzmán-

Herrera et al., 2025.   
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3.4 Vitamin B6 partially reverses the antiadipogenic effect of TNF-α in mature 

adipocytes 

Next, we evaluated the effect of VIT B6 on the antiadipogenic effect of TNF-α, the 

only one of the two adipogenic blockers assayed that induced SERPINA3 mRNA 

and protein overexpression. As expected, the presence of TNF-α in AM blocked lipid 

accumulation in both hSA and hVA mature adipocytes (Fig. 6A, 4 and 4’; Fig. 6B, 9 

and 9’) while VIT B6 did not significantly affect adipose differentiation, as the 

presence of lipid droplets under this treatment (Fig. 6A, 3 and 3’; Fig 6B, 8 and 8’) 

was like those present in AM treatment (Fig. 6A, 2 and 2’; Fig. 6B, 7 and 7´). In 

contrast, addition of VIT B6 to AM + TNF-α reversed partially (hSA; Fig. 5A, 5 and 5’) 

or markedly (hVA; Fig. 6B, 10 and 10’) the blocking of lipid accumulation by TNF-α. 

We quantified the above observations with a MATLAB-generated algorithm 

allowing the estimation of lipid droplets in each treatment. The statistical analysis of 

data obtained after the execution of the algorithm showed that TNF-α significantly 

reduced lipid accumulation in mature hSA (99.98%) and hVA (100%) concerning AM 

(Fig. 6C, D). In contrast, the addition of VIT B6 to the TNF-α treatment significantly 

increased lipid accumulation in mature hSA (12.92%) and hVA (19.03%), indicating 

that VIT B6 partially abrogates TNF-α inhibition of lipid accumulation (Fig. 6C, D). 
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Figure 6. Effect of TNF-α and VIT B6 on hSA and hVA cells differentiation and 

MATLAB-based algorithm for counting lipid droplets 

Human subcutaneous (hSA) and visceral (hVA) preadipocytes cultured in basal medium 

(BM) until confluence were induced with adipogenic medium (AM) in the absence or 

presence of 10 ng/mL TNF-α or 100 μM VIT B6. After 14 days postinduction, micrographs 

of cultures were processed through an algorithm generated in MATLAB (shown in red) to 

estimate the number of lipid droplets by treatment (C, D). Asterisks indicate statistically 

significant differences according to an ANOVA test between their respective treatments 

followed by a Tukey test (p < 0.05). BM, Basal Medium; AM; Adipogenic Medium. Adapted 

from Guzmán-Herrera et al., 2025.  
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3.5 Differential expression and metabolic correlation of SERPINA3 according 

to adipose depot and obesity status 

Finally, in order to delve into the physiological role of SERPINA3 according to 

adipose depot and metabolic status, SERPINA3 gene expression levels were 

analyzed in paired samples of subcutaneous and visceral adipose tissue 

corresponding to individuals with normal weight or obesity. The study population 

was composed of 8 patients with an average age of 49.12 ± 12.68 years, 2 men 

and 6 women with an average BMI of 23.92 ± 1.12 so they were classified as 

normal weight; and 11 patients with an average of 36.63 ± 6.65 years old, 2 men 

and 9 women with an average BMI of 40±7.42 classified as obese. RT-qPCR 

analyses showed that dividing the population with obesity according to class I, II, 

or III, and comparing it with the with normal weight group, SERPINA3 expression 

is significantly higher in individuals with class I obesity compared with normal 

weight individuals. There were also significant differences between class I and 

class III obese individuals (Fig. 7A). 

A more thorough exploration of the subcutaneous and visceral adipose 

tissue revealed that differences in SERPINA3 expression were observed only 

within visceral adipose tissue. Contrary to our expectations, SERPINA3 levels are 

significantly higher in visceral adipose tissue of normal-weight individuals than in 

obese individuals (Fig. 7B). 

To shed light on the function of SERPINA3 in metabolism, we investigated the 

correlation between SERPINA3 expression and a diverse array of biochemical 

parameters in the study population. The correlation matrix between SERPINA3 

expression levels and biochemical parameters of individuals with normal weight and 
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obesity for each type of adipose depot indicated that in the normal weight group 

there is a significant negative correlation between SERPINA3 expression and urea 

levels only in VAT. Likewise, a positive correlation was identified in the same adipose 

depot between the cholesterol/HDL ratio and SERPINA3 expression. In the obesity 

subgroup, it was found that as SERPINA3 expression increases, high-sensitivity C-

reactive protein, cholesterol, and LDLc levels decrease significantly only in SAT (Fig. 

7C). These data suggest that SERPINA3 can play an elemental role not only in the 

metabolic processes of individuals with obesity but also in individuals with normal 

weight. Furthermore, its role could be differential depending on the type of adipose 

depot, SAT, or VAT. 
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Figure 7. Analysis of SERPINA3 expression in SC and VC adipose tissue samples 

and its correlation with biochemical parameters 

Paired samples of subcutaneous and visceral adipose tissue from a population of patients 

with normal weight or obesity were processed by RT-qPCR to compare the expression of 

SERPINA3 in both groups (A) and by type of adipose depot (B). Subsequently, correlation 

analyzes were carried out between the expression of SERPINA3 and biochemical parameters 

obtained from the same study population (C). Asterisks represent statistically significant 

differences. Hs.CRP, High-Sensitivity C-reactive Protein; VLDL.c, Very-Low-Density 

Lipoprotein; HDL.c, High-Density Lipoprotein; LDL.c, Low-Density Lipoprotein Cholesterol; 

ALT, Alanine Transaminase; AST, Aspartate Aminotransferase; ALP,  Alkaline 

Phosphatase; GGP, Gamma-Glutamyl Transferase.  
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4. General Discussion 

Here we documented that Serpin A3, also known as alpha-1-antichymotrypsin, a 

serine protease inhibitor, is expressed in human subcutaneous and visceral adipose 

tissue and by freshly committed and mature cultured adipocytes derived from both 

depots. We also demonstrate that SERPINA3 expression is induced by TNF-α at 

both mRNA and protein levels in committed and mature adipocytes, and that vitamin 

B6 abrogates this induction. Notably, the abrogation of SERPINA3 induction by TNF-

α due to vitamin B6 is accompanied by the partial reversal of the antiadipogenic 

effect of TNF-α on both adipose cell types. 

Previous work from our laboratory showed that SERPINA3G gene expression 

in the cell 3T3-F442A murine cell line is induced by TNF-α and its silencing cancels 

the antiadipogenic and insulin resistance effects induced by the cytokine (Salazar-

Olivo et al., 2014b). In concordance with this finding, recent work has documented 

that SERPINA3G upregulation inhibits lipogenesis in 3T3-L1 adipocytes (Lee et al., 

2022). 

However, as the SERPINA3G gene is not present in humans, the results 

obtained in murine cells could not be directly extrapolated to human adipose cells. 

Therefore, to gain an insight on the role of SERPINA3 in human adipose tissue 

metabolism, we established primary cultures of subcutaneous (hSA) and visceral 

(hVA) human preadipocytes and tested on them the antiadipogenic effects of TNF-

α, a proven inductor of SERPINA3g expression in murine cells, and RA, also an 

antiadipogenic agent which does not induce the SERPINA3g expression (Salazar-

Olivo et al., 2014). TNF-α and RA significantly reduced the lipid accumulation in 
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these primary preadipocytes in agreement with previous results obtained on diverse 

adipose in vitro model systems (Campos et al., 2016; Castro-Muñozledo et al., 2003; 

Chae & Kwak, 2003; Jack et al., 2022). 

Serpin A3 is a serine protease inhibitor encoded by the SERPINA3 gene, a 

human ortholog of murine SERPINA3g. Serpin A3 inhibits various serine proteases 

including pancreatic chymotrypsin, mast cell chymase, staphopain C, and mainly 

cathepsin G (Baker et al., 2007; Wladyka et al., 2011). SERPINA3 is highly 

expressed in the liver (Horvath et al., 2004), but its expression in adipose tissues 

had only been documented for epicardial fat (Zhao et al., 2020). We demonstrated 

by RT-PCR that SERPINA3 gene is expressed in subcutaneous and visceral 

adipose tissue samples obtained from normal-weight donors. Despite being non-

quantitative, the assay indicated higher SERPINA3 expression in visceral compared 

to subcutaneous samples, suggesting that SERPINA3 could exhibit a differential 

expression in different human adipose depots, as has been documented for other 

genes and proteins (Mathur et al., 2022; Raajendiran et al., 2020). Our additional 

RT-qPCR and Western blot results showed that visceral adipocytes exhibit 

significantly higher SERPINA3 mRNA and protein expression than subcutaneous 

adipocytes. Further studies are needed to address if such differential expression 

participates in the metabolic differences among adipose depots. 

Our results also show that TNF-α induces SERPINA3 overexpression in both 

cell types. These results are consistent with previous studies showing the ability of 

TNF-α to modulate SERPINA3 expression in both in vitro and in vivo models (Al-

Daghri et al., 2017; Lannan et al., 2012; Machein et al., 1995). 
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It has been reported that 500 µM VIT B6 suppresses the expression of 

SERPINA3 in rat colon and in HT-29 cells stimulated with TNF-a (Yanaka et al., 

2011a). We observed that at this concentration VIT B6 affects the viability of human 

preadipocytes, while lower (100 µM and 250 µM) concentrations do not affect their 

viability. Treatment with 100 µM VIT B6 did not alter the differentiation of hSA and 

hVA preadipocytes into mature adipocytes as measured by lipid accumulation 

analysis through image processing. Our result contrasts with that of Yanaka et al. 

(2011b) that 100 M vitamin B6 promotes adipogenesis in the 3T3-L1 adipocytes. 

This difference could respond to the different model systems used and emphasize 

the importance of using human experimental systems to compare the results 

obtained on non-human models. 

The absence of an intrinsic adipogenic effect of VIT B6 on human 

preadipocytes correspond with our result showing that VIT B6 treatment decreases 

SERPINA3 mRNA and protein expression in both hSA and hVA cells. This finding 

suggests a potential role for vitamin B6 in counteracting the anti-adipogenic effects 

of TNF-α, possibly by regulating molecular pathways involved in PPARγ-mediated 

target gene expression, as observed in 3T3-L1 adipocytes (Yanaka, et al., 2011b). 

Further studies are needed to elucidate the specific mechanisms underlying this 

interaction. 

Notably, pyridoxal phosphate, the functional form of VIT B6 used in our 

experiments, was identified as a potential ligand for Serpin A3. The potential 

interplay between VIT B6 and SERPINA3 that we described may hold significant 

implications for comprehending and treating metabolic disorders characterized by 
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dysregulated lipid metabolism. 

Adipogenesis is a serpin-rich process, since numerous serine protease 

inhibitors participate in the regulation of adipose metabolism (Zvonic et al., 2007) by 

diverse and even contrasting mechanisms and effects. While the results reached on 

this issue have been obtained mostly in murine model systems, our results using 

primary human adipose cell cultures provide strong evidence for the relevance of 

these mechanisms to human physiology. 

In relation to adipose tissue samples, we observed that SERPINA3 

expression is higher in individuals with class I obesity than in individuals with normal 

weight. This fact suggests that SERPINA3 expression may be modulated by obesity 

severity. When comparing the expression according to the adipose depot, we 

observed a clear difference only in visceral adipose tissue where, interestingly, the 

expression of SERPINA3 was statistically higher in the normal weight group; 

however, more detailed analyzes of SERPINA3 expression with biochemical 

parameters showed a statistically significant correlation depending on the type of 

depot analyzed, suggesting that, as well as we observed in vitro, there could be a 

depot-specific regulation in SERPINA3 expression in human adipose tissue. Despite 

that, it is necessary to continue studying the effects of SERPINA3 expression in 

human adipose tissue through a greater number of samples in each group, as well 

as other molecular analyzes to explain the relationship of SERPINA3 with 

biochemical parameters not only in individuals with obesity but also in individuals 

with normal weight. 
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5. Conclusions 

Our findings show that SERPINA3 is expressed in human subcutaneous and visceral 

adipose tissue, and its expression is upregulated during adipogenesis by TNF-α in 

quiescent preadipocytes, freshly committed, and mature adipocytes. 

Vitamin B6 completely abolishes SERPINA3 overexpression in both types of 

adipose cells and partially reverses the antiadipogenic effect of TNF-α. 

Our results suggest that Serpin A3 plays a significant role in adipose tissue 

metabolism and is a promising target in the inflammatory processes linked to obesity 

and other adipose dysfunctions. 

  



 

46 

6. References 

Abraham, C. R. (2001). Reactive astrocytes and α1-antichymotrypsin in Alzheimer’s 

disease. Neurobiology of Aging, 22(6), 931-936. https://doi.org/10.1016/S0197-

4580(01)00302-5 

Abraham, C. R., Selkoe, D. J., & Potter, H. (1988). Immunochemical identification of 

the serine protease inhibitor α1-antichymotrypsin in the brain amyloid deposits of 

Alzheimer’s disease. Cell, 52(4), 487-501. https://doi.org/10.1016/0092-

8674(88)90462-x|  

Al-Daghri, N. M., Torretta, E., Capitanio, D., Fania, C., Guerini, F. R., Sabico, S. B., 

Clerici, M., & Gelfi, C. (2017). Intermediate and low abundant protein analysis of 

Vitamin D deficient obese and non-obese subjects by MALDI-profiling. Scientific 

Reports, 7(1), 1-10. https://doi.org/10.1038/s41598-017-13020-z 

Al-Goblan, A. S., Al-Alfi, M. A., & Khan, M. Z. (2014). Mechanism linking diabetes 

mellitus and obesity. Diabetes, Metabolic Syndrome and Obesity: Targets and 

Therapy, 4(7), 587-591. https://doi.org/10.2147/DMSO.S67400 

Al-Shukaili, A., Al-Ghafri, S., Al-Marhoobi, S., Al-Abri, S., Al-Lawati, J., & Al-Maskari, 

M. (2013). Analysis of inflammatory mediators in type 2 diabetes patients. 

International Journal of Endocrinology, 2013 (2013), 8-10. 

https://doi.org/10.1155/2013/976810 

Alzamil, H. (2020). Elevated serum TNF-α is related to obesity in type 2 diabetes 

mellitus and is associated with glycemic control and insulin resistance. Journal of 

Obesity, 30(2020), 5076858. https://doi.org/10.1155/2020/5076858 

Ambele, M. A., & Pepper, M. S. (2017). Identification of transcription factors 

potentially involved in human adipogenesis in vitro. Molecular Genetics and 

Genomic Medicine, 5(3), 210-222. https://doi.org/10.1002/mgg3.269 

https://doi.org/10.1016/S0197-4580(01)00302-5
https://doi.org/10.1016/S0197-4580(01)00302-5
https://doi.org/10.1016/0092-8674(88)90462-x|
https://doi.org/10.1016/0092-8674(88)90462-x|
https://doi.org/10.1038/s41598-017-13020-z
https://doi.org/10.2147/DMSO.S67400
https://doi.org/10.1155/2013/976810
https://doi.org/10.1155/2020/5076858
https://doi.org/10.1002/mgg3.269


 

47 

Ashton-Rickardt, P. G. (2012). An emerging role for serine protease inhibitors in T 

lymphocyte immunity and beyond. ISRN Immunology, 152(1), 65-76. 

https://doi.org/10.5402/2012/354365  

Audano, M., Pedretti, S., Caruso, D., Crestani, M., De Fabiani, E., & Mitro, N. (2022). 

Regulatory mechanisms of the early phase of white adipocyte differentiation: an 

overview. Cellular and Molecular Life Sciences, 79(3), 139. 

https://doi.org/10.1007/s00018-022-04169-6 

Baker, C., Belbin, O., Kalsheker, N., & Morgan, K. (2007). SERPINA3 (aka alpha-1-

antichymotrypsin). Frontiers in Bioscience: a Journal and Virtual Library, 1(12), 

2821-2835. https://doi.org/10.2741/2275 

Bhushan, I., Kour, M., Kour, G., Gupta, S., Sharma, S., & Yadav, A. (2018). 

Alzheimer’s disease: Causes & treatment – A review. Annals of Biotechnology, 1(1), 

1002. https://doi.org/10.33582/2637-4927/1002 

Boeuf, S., Steck, E., Pelttari, K., Hennig, T., Buneß, A., Benz, K., Witte, D., Sültmann, 

H., Poustka, A., & Richter, W. (2008). Subtractive gene expression profiling of 

articular cartilage and mesenchymal stem cells: Serpins as cartilage-relevant 

differentiation markers. Osteoarthritis and Cartilage, 16(1), 48-60. 

https://doi.org/10.1016/j.joca.2007.05.008 

Booth, A., Magnuson, A., Fouts, J., & Foster, M. T. (2016). Adipose tissue: An 

endocrine organ playing a role in metabolic regulation. Hormone Molecular Biology 

and Clinical Investigation, 26(1), 25-42. https://doi.org/10.1515/hmbci-2015-0073 

Bradford, S. T., Nair, S. S., Statham, A. L., Van Dijk, S. J., Peters, T. J., Anwar, F., 

French, H. J., Von Martels, J. Z., Sutcliffe, B., Maddugoda, M. P., Peranec, M., 

Varinli, H., Arnoldy, R., Buckley, M., Ross, J., Zotenko, E., Song, J., Stirzaker, C., 

Bauer, D. C., Clark, S. J. (2019). Methylome and transcriptome maps of human 

visceral and subcutaneous adipocytes reveal key epigenetic differences at 

https://doi.org/10.5402/2012/354365
https://doi.org/10.1007/s00018-022-04169-6
https://doi.org/10.2741/2275
https://doi.org/10.33582/2637-4927/1002
https://doi.org/10.1016/j.joca.2007.05.008
https://doi.org/10.1515/hmbci-2015-0073


 

48 

developmental genes. Scientific Reports, 9(1), 9511. 

https://doi.org/10.1038/s41598-019-45777-w 

Brunet, A., Roux, D., Lenormand, P., Dowd, S., Keyse, S., & Pouyssegur, J. (1999). 

Nuclear translocation of p42/p44 mitogen-activated protein kinase is required for 

growth factor-induced gene expression and cell cycle entry. EMBO Journal, 18(1), 

664-674. https://doi.org/10.1093/emboj/18.3.664 

Campos, A. M., Maciel, E., Moreira, A. S., Sousa, B., Melo, T., Domingues, P., 

Curado, L., Antunes, B., Domingues, M. R., & Santos, F. (2016). Lipidomics of 

mesenchymal stromal cells: understanding the adaptation of phospholipid profile in 

response to pro-Inflammatory cytokines. Journal of Cellular Physiology, 231(5), 

1024-1032. https://doi.org/10.1002/jcp.25191 

Cao, L., Pei, X., Qiao, X., Yu, J., Ye, H., Xi, C., Wang, P., & Gong, Z. (2018). 

SERPINA3 silencing inhibits the migration, invasion, and liver metastasis of colon 

cancer cells. Digestive Diseases and Sciences, 63(9), 2309-2319. 

https://doi.org/10.1007/s10620-018-5137-x 

Cao, Z., McKnight, S., & Umek, R. (1991). Regulated expression of three C/EBP 

lsoforms during adipose conversion of 3T3-L1 cells. Genes & Development, 5(9), 

1538-1552. https://doi.org/10.1101/gad.5.9.1538 

Cannavino, J., & Gupta, R. K. (2023). Mesenchymal stromal cells as conductors of 

adipose tissue remodeling. Genes & Development, 37(17), 781–800. 

https://doi.org/10.1101/gad.351069.123 

Castro, J. P., Grune, T., & Speckmann, B. (2016). The two faces of reactive oxygen 

species (ROS) in adipocyte function and dysfunction. Biological Chemistry, 397(8), 

709-724. https://doi.org/10.1515/hsz-2015-0305 

Castro-Muñozledo, F., Beltrán-Langarica, A., & Kuri-Harcuch, W. (2003). 

Commitment of 3T3-F442A cells to adipocyte differentiation takes place during the 

first 24-36 h after adipogenic stimulation: TNF-alpha inhibits commitment. 

https://doi.org/10.1038/s41598-019-45777-w
https://doi.org/10.1093/emboj/18.3.664
https://doi.org/10.1002/jcp.25191
https://doi.org/10.1007/s10620-018-5137-x
https://doi.org/10.1101/gad.5.9.1538
https://doi.org/10.1101/gad.351069.123
https://doi.org/10.1515/hsz-2015-0305


 

49 

Experimental Cell Research, 284(2), 163-172. https://doi.org/10.1016/s0014-

4827(02)00036-8 

Cawthorn, W. P., Scheller, E. L., & MacDougald, O. A. (2012). Adipose tissue stem 

cells meet preadipocyte commitment: going back to the future. Journal of Lipid 

Research, 53(2), 227-246. https://doi.org/10.1194/jlr.R021089 

Cesaro, A., De Michele, G., Fimiani, F., Acerbo, V., Scherillo, G., Signore, G., Rotolo, 

F., Scialla, F., Raucci, G., Panico, D., Gragnano, F., Moscarella, E., Scudiero, O., 

Mennitti, C., & Calabrò, P. (2023). Visceral adipose tissue and residual 

cardiovascular risk: a pathological link and new therapeutic options. Frontiers in 

Cardiovascular Medicine, 10, 1187735. https://doi.org/10.3389/fcvm.2023.1187735 

Chae, G. N., & Kwak, S. J. (2003). NF-κB is involved in the TNF-α induced inhibition 

of the differentiation of 3T3-L1 cells by reducing PPARγ expression. Experimental 

and Molecular Medicine, 35(5), 431-437. https://doi.org/10.1038/emm.2003.56 

Chapman, M., Tidswell, R., Dooley, J., Sandanayake, N., Cerec, V., Deheragoda, 

M., Lee, A., Swanton, C., Andreola, F., & Pereira, S. (2012). Whole genome RNA 

expression profiling of endoscopic biliary brushings provides data suitable for 

biomarker discovery in cholangiocarcinoma. Journal of Hepatology, 56(4), 877-885. 

https://doi.org/10.1038/jid.2014.371 

Chen, Q., Hao, W., Xiao, C., Wang, R., Xu, X., Lu, H., Chen, W., & Deng, C. X. 

(2017). SIRT6 is essential for adipocyte differentiation by regulating mitotic clonal 

expansion. Cell Reports, 18(13), 3155-3166. 

https://doi.org/10.1016/j.celrep.2017.03.006 

Choi, J., Choi, Y., Kim, J., Kim, E., Lee, H., Kwon, I., & Cho, Y. (2014). Adipose 

tissue: a valuable resource of biomaterials for soft tissue engineering. 

Macromolecular Research, 22(9), 932-947. https://doi.org/10.1007/s13233-014-

2135-5 

https://doi.org/10.1016/s0014-4827(02)00036-8
https://doi.org/10.1016/s0014-4827(02)00036-8
https://doi.org/10.1194/jlr.R021089
https://doi.org/10.3389/fcvm.2023.1187735
https://doi.org/10.1038/emm.2003.56
https://doi.org/10.1038/jid.2014.371
https://doi.org/10.1016/j.celrep.2017.03.006
https://doi.org/10.1007/s13233-014-2135-5
https://doi.org/10.1007/s13233-014-2135-5


 

50 

Choi, Y. C., Choi, H., Yoon, B. K., Lee, H., Seok, J. W., Kim, H. J., & Kim, J. W. 

(2020). Serpina3c Regulates Adipogenesis by Modulating Insulin Growth Factor 1 

and Integrin Signaling. iScience, 23(3), 100961. 

https://doi.org/10.1016/j.isci.2020.100961 

Cimini, F. A., D’Eliseo, D., Barchetta, I., Bertoccini, L., Velotti, F., & Cavallo, M. 

(2019). Increased circulating granzyme B in type 2 diabetes patients with low-grade 

systemic inflammation. Cytokine, 115(1), 104-108. https://doi.org/ 

10.1016/j.cyto.2018.11.019 

Craig, A., Brown, P., & Medina, D. (2004). The origins of estrogen receptor alpha-

positive and estrogen receptor alpha-negative human breast cancer. Breast Cancer 

Research, 6(6), 240-245. https://doi.org/10.1186/bcr938 

Darlington, G. J., Ross, S. E., & MacDougald, O. A. (1998). The Role of C/EBP 

Genes in Adipocyte Differentiation. Journal of Biological Chemistry, 273(46), 30057-

30060. https://doi.org/10.1074/jbc.273.46.30057 

Dimberg, J., Ström, K., Löfgren, S., Zar, N., Hugander, A., & Matussek, A. (2011). 

Expression of the serine protease inhibitor serpinA3 in human colorectal 

adenocarcinomas. Oncology Letters, 2(3), 413-418. 

https://doi.org/10.3892/ol.2011.280 

Dressman, M. A., Walz, T. M., Lavedan, C., Barnes, L., Buchholtz, S., Kwon, I., Ellis, 

M. J., & Polymeropoulos, M. H. (2001). Genes that co-cluster with estrogen receptor 

alpha in microarray analysis of breast biopsies. Pharmacogenomics Journal, 1(2), 

135-141. https://doi.org/10.1038/sj.tpj.6500022 

Dutta, A. B., Lank, D. S., Przanowska, R.K ., Przanowski, P., Wang, L., Nguyen, B., 

Walavalkar, N. M., Duarte, F., & Guertin, M. J. (2023). Kinetic networks identify 

TWIST2 as a key regulatory node in adipogenesis. Genome Research, 33(3), 314-

331. https://doi.org/10.1101/gr.277559.122 

https://doi.org/10.1016/j.isci.2020.100961
https://doi.org/10.1186/bcr938
https://doi.org/10.1074/jbc.273.46.30057
https://doi.org/10.3892/ol.2011.280
https://doi.org/10.1038/sj.tpj.6500022
https://doi.org/10.1101/gr.277559.122


 

51 

Eckel-Mahan, K., Ribas Latre, A., & Kolonin, M. G. (2020). Adipose stromal cell 

expansion and exhaustion: mechanisms and consequences. Cells, 9(4), 863. 

https://doi.org/10.3390/cells9040863 

El-Mesallamy, H., Hamdy, N., Mostafa, D., & Amin, A. (2014). The serine protease 

granzyme B as an inflammatory marker, in relation to the insulin receptor cleavage 

in human obesity and type 2 diabetes mellitus. Journal of Interferon & Cytokine 

Research, 34(3), 179-186. https://doi.org/10.1089/jir.2013.0059 

Ferreira, J., Afonso, J., Carneiro, A., Vila, I., Cunha, C., Roque, S., Silva, C., 

Mesquita, A., Cotter, J., Correia-Neves, M., Mansilha, A., Longatto-Filho, A., & 

Cunha, P. (2023). Exploring the diversity of visceral, subcutaneous and perivascular 

adipose tissue in a vascular surgery population. Journal of Cardiovascular 

Development and Disease, 10(7), 271. https://doi.org/10.3390/jcdd10070271 

Gardill, B. R., Vogl, M. R., Lin, H. Y., Hammond, G. L., & Muller, Y. A. (2012). 

Corticosteroid-Binding Globulin: structure-function implications from species 

differences. PLoS ONE, 7(12). https://doi.org/10.1371/journal.pone.0052759 

Gettins, P.G (2002). Serpin structure, mechanism, and function. Chemical Reviews, 

102(12), 4751-4803. https://doi.org/10.1021/cr010170+ 

Green, H., & Kehinde, O. (1974). Sublines of mouse 3T3 cells that accumulate lipid. 

Cell, 1(3), 113-116. https://doi.org/10.1016/0092-8674(74)90126-3 

Green, H., & Kehinde, O. (1975). An established preadipose cell line and its 

differentiation in culture II. Factors affecting the adipose conversion. Cell, 5(1), 19-

27. https://doi.org/10.1016/0092-8674(75)90087-2 

Green, H., & Kehinde, O. (1976). Spontaneous heritable changes leading to 

increased adipose conversion in 3T3 cells. Cell, 7(1), 105-113. 

https://doi.org/10.1016/0092-8674(76)90260-9 

https://doi.org/10.3390/cells9040863
https://doi.org/10.1089/jir.2013.0059
https://doi.org/10.3390/jcdd10070271
https://doi.org/10.1371/journal.pone.0052759
https://doi.org/10.1021/cr010170+
https://doi.org/10.1016/0092-8674(74)90126-3
https://doi.org/10.1016/0092-8674(75)90087-2
https://doi.org/10.1016/0092-8674(76)90260-9


 

52 

Grek, C. L., Townsend, D. M., Uys, J. M., Manevich, Y., Coker, W. J., Pazoles, C. 

J., & Tew, K. D. (2012). S-Glutathionylated serine proteinase inhibitors as plasma 

biomarkers in assessing response to redox-modulating drugs. Cancer Research, 

72(9), 2383-2393. https://doi.org/10.1158/0008-5472.CAN-11-4088 

Gu, Y., Mohammad, I., & Liu, Z. (2020). Overview of the STAT-3 signaling pathway 

in cancer and the development of specific inhibitors. Oncology Letters, 19(4), 2585-

2594. https://doi.org/10.3892/ol.2020.11394 

Gunawardana, S. C. (2014). Benefits of healthy adipose tissue in the treatment of 

diabetes. World Journal of Diabetes, 5(4), 420. https://doi.org/10.4239/wjd.v5.i4.420 

Guzmán-Herrera, N., Ruíz-Madrigal, B., Parés-Hipólito, J., & Salazar-Olivo, L. A. 

(2025). SERPINA3 is expressed in human adipocytes and modulated by TNF-α 

and vitamin B6. In Vitro Cellular & Developmental Biology – Animal, 66. 

https://doi.org/10.1007/s11626-025-01053-y 

Hamid, A., Laway, B. A., Dil, A., & Wan, A. I. (2016). Evaluation of proinflammatory 

cytokines in obese vs non-obese patients with metabolic syndrome. Journal of 

Clinical Endocrinology and Metabolism, 11(1), 3348-3355. 

https://doi.org/10.4103/ijem.IJEM 

Hanamoto, T., Kajita, K., Mori, I., Ikeda, T., Fujioka, K., Yamauchi, M., Okada, H., 

Usui, T., Takahashi, N., Kitada, Y., Taguchi, K., Kajita, T., Uno, Y., Morita, H., & 

Ishizuka, T. (2013). The role of small proliferative adipocytes in the development of 

obesity: Comparison between Otsuka Long-Evans Tokushima Fatty (OLETF) rats 

and non-obese Long-Evans Tokushima Otsuka (LETO) rats. Endocrine Journal, 

60(8), 1001-1011. https://doi.org/10.1507/endocrj.EJ13-0053 

Hernandez-Quiles, M., Broekema, M. F., & Kalkhoven, E. (2021). PPARgamma in 

metabolism, immunity, and cancer: unified and diverse mechanisms of action. 

Frontiers in Endocrinology, 26(12), 624112. 

https://doi.org/10.3389/fendo.2021.624112 

https://doi.org/10.1158/0008-5472.CAN-11-4088
https://doi.org/10.3892/ol.2020.11394
https://doi.org/10.4239/wjd.v5.i4.420
https://doi.org/10.1007/s11626-025-01053-y
https://doi.org/10.4103/ijem.IJEM
https://doi.org/10.1507/endocrj.EJ13-0053
https://doi.org/10.3389/fendo.2021.624112


 

53 

Horvath, A. J., Forsyth, S. L., & Coughlin, P. B. (2004). Expression patterns of murine 

antichymotrypsin-like genes reflect evolutionary divergence at the Serpina3 locus. 

Journal of Molecular Evolution, 59(4), 488-497. https://doi.org/10.1007/s00239-004-

2640-9 

Horvath, A. J., Irving, J. A., Rossjohn, J., Law, R. H., Bottomley, S. P., Quinsey, N. 

S., Pike, R. N., Coughlin, P. B., & Whisstock, J. C. (2005). The murine orthologue of 

human antichymotrypsin: a structural paradigm for clade A3 serpins. The Journal of 

Biological Chemistry, 280(52), 43168-43178. 

https://doi.org/10.1074/jbc.m505598200 

Hua, H., Zhang, H., Kong, Q., & Jiang, Y. (2018). Mechanisms for estrogen receptor 

expression in human cancer. Experimental Hematology and Oncology, 7(1), 1-11. 

https://doi.org/10.1186/s40164-018-0116-7 

Huntington, J. (2006). Shape-shifting serpins–advantages of a mobile mechanism. 

Trends in Biochemical Sciences, 31(8), 427-435. 

https://doi.org/10.1016/j.tibs.2006.06.005 

Irving, J. A., Pike, R. N., Lesk, A. M., & Whisstock, J. C. (2000). Phylogeny of the 

serpin superfamily: implications of patterns of amino acid conservation for structure 

and function. Genome Research, 10(12), 1845-1864. https://doi.org/10.1101/gr.GR-

1478R 

Ishida, M., Kawao, N., Okada, K., Tatsumi, K., Sakai, K., Nishio, K., & Kaji, H. (2019). 

Serpina3n, dominantly expressed in female osteoblasts, suppresses the phenotypes 

of differentiated osteoblasts in mice. Endocrinology, 159(11), 3775-3790. 

https://doi.org/10.1210/en.2018-00639 

Jack, B. U., Mamushi, M., Viraragavan, A., Dias, S., & Pheiffer, C. (2022). 

Comparing the effects of tumor necrosis factor alpha, lipopolysaccharide and 

palmitic acid on lipid metabolism and inflammation in murine 3T3-L1 adipocytes. Life 

Sciences, 15(297), 120422. https://doi.org/10.1016/j.lfs.2022.120422 

https://doi.org/10.1007/s00239-004-2640-9
https://doi.org/10.1007/s00239-004-2640-9
https://doi.org/10.1074/jbc.m505598200
https://doi.org/10.1186/s40164-018-0116-7
https://doi.org/10.1016/j.tibs.2006.06.005
https://doi.org/10.1101/gr.GR-1478R
https://doi.org/10.1101/gr.GR-1478R
https://doi.org/10.1210/en.2018-00639
https://doi.org/10.1016/j.lfs.2022.120422


 

54 

Janciauskiene, S. (2001). Conformational properties of serine proteinase inhibitors 

(serpins) confer multiple pathophysiological roles. Biochimica et Biophysica Acta - 

Molecular Basis of Disease, 1535(3), 221-235. https://doi.org/10.1016/S0925-

4439(01)00025-4 

Jin, Y., Wang, J., Ye, X., Su, Y., Yu, G., Yang, Q., Liu, W., Yu, W., Cai, J., Chen, X., 

Liang, Y., Chen, Y., Wong, B. H. C., Fu, X., & Sun, H. (2016). Identification of 

GlcNAcylated alpha-1-antichymotrypsin as an early biomarker in human non-small-

cell lung cancer by quantitative proteomic analysis with two lectins. British Journal 

of Cancer, 114(5), 532-544. https://doi.org/10.1038/bjc.2015.348 

Jinawath, N., Vasoontara, C., Jinawath, A., Fang, X., Zhao, K., Yap, K., Guo, T., 

Lee, C., Wang, W., Balgley, B., Davidson, B., Wang, T., & Shih, I. (2010). 

Oncoproteomic analysis reveals co-upregulation of RELA and STAT5 in carboplatin 

resistant ovarian carcinoma. PLoS ONE, 5(6), e11198. 

https://doi.org/10.1371/journal.pone.0011198 

Johnston, E. K., & Abbott, R. D. (2022). Adipose tissue development relies on 

coordinated extracellular matrix remodeling, angiogenesis, and adipogenesis. 

Biomedicines, 10(9), 2227. https://doi.org/10.3390/biomedicines10092227 

Jung, Y. J., Katilius, E., Ostroff, R., Kim, Y., Seok, M., Lee, S. J., Jang, S., Kim, W., 

& Choi, C. M. (2016). Development of a protein biomarker panel to detect non-small-

cell lung cancer in Korea. Clinical Lung Cancer, 18(2), e99-e107. 

https://doi.org/10.1016/j.cllc.2016.09.012 

Kahn, D., Macias, E., Zarini, S., Garfield, A., Zemski Berry, K., MacLean, P., 

Gerszten, R., Libby, A., Solt, C., Schoen, J., & Bergman, B. (2022). Exploring 

visceral and subcutaneous adipose tissue secretomes in human obesity: 

implications for metabolic disease. Endocrinology, 163(11), bqac140. 

https://doi.org/10.1210/endocr/bqac140 

https://doi.org/10.1016/S0925-4439(01)00025-4
https://doi.org/10.1016/S0925-4439(01)00025-4
https://doi.org/10.1038/bjc.2015.348
https://doi.org/10.1371/journal.pone.0011198
https://doi.org/10.3390/biomedicines10092227
https://doi.org/10.1016/j.cllc.2016.09.012
https://doi.org/10.1210/endocr/bqac140


 

55 

Kajita, K., Mori, I., Kitada, Y., Taguchi, K., Kajita, T., Hanamoto, T., Ikeda, T., Fujioka, 

K., Yamauchi, M., Okada, H., Usui, T., Uno, Y., Morita, H., & Ishizuka, T. (2013). 

Small proliferative adipocytes: identification of proliferative cells expressing 

adipocyte markers. Endocrine Journal, 60(8), 931-939. 

https://doi.org/10.1507/endocrj.EJ13-0141 

Kalsheker, N. (1996). Αlpha 1-antichymotrypsin. The International Journal of 

Biochemistry & Cell Biology, 28(9), 961-964. https://doi.org/10.1016/1357-

2725(96)00032-5 

Kataoka, H., Nitta, K., & Hoshino, J. (2023). Visceral fat and attribute-based 

medicine in chronic kidney disease. Frontiers in Endocrinology, 9(14), 1097596. 

https://doi.org/10.3389/fendo.2023.1097596 

Kershaw, E. E., & Flier, J. S. (2004). Adipose tissue as an endocrine organ. Journal 

of Clinical Endocrinology and Metabolism, 89(6), 2548-2556. 

https://doi.org/10.1210/jc.2004-0395 

Kim, M., Kang, T., Lee, H., Han, Y., Kim, H., Shin, H., Cheong, H., Lee, D., Kim, S., 

& Kim, Y. (2011). Identification of DNA methylation markers for lineage commitment 

of in vitro hepatogenesis. Human Molecular Genetics, 20(14), 2722-2733. 

https://doi.org/10.1093/hmg/ddr171 

Kim, S. W., Choi, J., Yun, J. W., Chung, I., Cho, H. S., Song, S., Id, S. I., & Song, D. 

(2019). Proteomics approach to identify serum biomarkers associated with the 

progression of diabetes in Korean patients with abdominal obesity. PLoS ONE, 

14(9), e0222032. https://doi.org/10.1371/journal.pone.0222032 

Kirchgessner, T. G., Uysal, K. T., Wiesbrock, S. M., Marino, M. W., & Hotamisligil, 

G. S. (1997). Tumor necrosis factor-α contributes to obesity-related hyperleptinemia 

by regulating leptin release from adipocytes. Journal of Clinical Investigation, 

100(11), 2777-2782. https://doi.org/10.1172/JCI119824 

https://doi.org/10.1507/endocrj.EJ13-0141
https://doi.org/10.1016/1357-2725(96)00032-5
https://doi.org/10.1016/1357-2725(96)00032-5
https://doi.org/10.3389/fendo.2023.1097596
https://doi.org/10.1210/jc.2004-0395
https://doi.org/10.1093/hmg/ddr171
https://doi.org/10.1371/journal.pone.0222032
https://doi.org/10.1172/JCI119824


 

56 

Ko, E., Kim, J., Bae, J. W., Kim, J., Park, S. G., & Jung, G. (2019). SERPINA3 is a 

key modulator of HNRNP-K transcriptional activity against oxidative stress in HCC. 

Redox Biology, Jun(24), 101217. https://doi.org/10.1016/j.redox.2019.101217 

Köhler, A., Mörgelin, M., Gebauer, J., Ocal, S., Imhof, T., Kock, M., Nagata, K., & 

Paulsson, M. (2020). New specific HSP47 functions in collagen subfamily 

chaperoning. Federation of American Society of Experimental Biology, 34(1), 12040-

12052. https://doi.org/10.1096/fj.202000570R 

Kolodziej, M., Strauss, S., Lazaridis, A., Bucan, V., Kuhbier, J. W., Vogt, P. M., & 

Könneker, S. (2019). Influence of glucose and insulin in human adipogenic 

differentiation models with adipose-derived stem cells. Adipocyte, 8(1), 254-264. 

https://doi.org/10.1080/21623945.2019.1636626 

Kordula, T., Rydel, R. E., Brigham, E. F., Horn, F., Heinrich, P. C., & Travis, J. (1998). 

Oncostatin M and the interleukin-6 and soluble interleukin-6 receptor complex 

regulate α1-antichymotrypsin expression in human cortical astrocytes. Journal of 

Biological Chemistry, 273(7), 4112-4118. https://doi.org/10.1074/jbc.273.7.4112 

Kralova-Lesna, I., Kralova, A., Cejkova, S., Fronek, J., Petras, M., Sekerkova, A., 

Thieme, F., Janousek, L., & Poledne, R. (2016). Characterisation and comparison 

of adipose tissue macrophages from human subcutaneous, visceral and 

perivascular adipose tissue. Journal of Translational Medicine, 14(1), 208. 

https://doi.org/10.1186/s12967-016-0962-1 

Krogh-Madsen, R., Plomgaard, P., Møller, K., Mittendorfer, B., & Pedersen, B. K. 

(2006). Influence of TNF-α and IL-6 infusions on insulin sensitivity and expression of 

IL-18 in humans. American Journal of Physiology-Endocrinology and Metabolism, 

291(1), 108-114. https://doi.org/10.1152/ajpendo.00471.2005 

Kudo, M., Sugawara, A., Uruno, A., Takeuchi, K., & Ito, S. (2004). Transcription 

suppression of peroxisome proliferator-activated receptor γ2 gene expression by 

tumor necrosis factor α via an inhibition of CCAAT/enhancer-binding protein δ during 

https://doi.org/10.1016/j.redox.2019.101217
https://doi.org/10.1096/fj.202000570R
https://doi.org/10.1080/21623945.2019.1636626
https://doi.org/10.1074/jbc.273.7.4112
https://doi.org/10.1186/s12967-016-0962-1
https://doi.org/10.1152/ajpendo.00471.2005


 

57 

the early stage of adipocyte differentiation. Endocrinology, 145(11), 4948-4956. 

https://doi.org/10.1210/en.2004-0180 

Kulesza, D., Przanowski, P., & Kaminska, B. (2019a). Knockdown of STAT3 targets 

a subpopulation of invasive melanoma stem-like cells. Cell Biology International, 

43(6), 613-622. https://doi.org/10.1002/cbin.11134 

Kulesza, D., Ramji, K., Maleszewska, M., Mieczkowski, J., Dabrowski, M., Chouaib, 

S., & Kaminska, B. (2019b). Search for novel STAT3-dependent genes reveals 

SERPINA3 as a new STAT3 target that regulates invasion of human melanoma 

cells. Laboratory Investigation, 99(11), 1607-1621. https://doi.org/10.1038/s41374-

019-0288-8 

Kuri-Harcuch, W., Velez-delValle, C., Sandoval, A., Hernández-Mosqueira, C., & 

Fernandez-Sanchez, V. (2019). A cellular perspective of adipogenesis 

transcriptional regulation. Journal Cell Physiology, 234(2), 1111-1129. 

https://doi.org/10.1002/jcp.27060 

Kwok, K. M., Lam, K. S., & Xu, A. (2016). Heterogeneity of white adipose tissue: 

molecular basis and clinical implications. Experimental & Molecular Medicine, 48(3), 

e215. https://doi.org/10.1038/emm.2016.5 

 

Lannan, E. A., Galliher-Beckley, A. J., Scoltock, A. B., & Cidlowski, J. A. (2012). 

Proinflammatory actions of glucocorticoids: glucocorticoids and TNFα coregulate 

gene expression in vitro and in vivo. Endocrinology, 153(8), 3701-3712. 

https://doi.org/10.1210/en.2012-1020 

 

Law, R. H., Zhang, Q., McGowan, S., Buckle, A. M., Silverman, G. A., Wong, W., 

Rosado, C. J., Langendorf, C. G., Pike, R. N., Bird, P. I., & Whisstock, J. C. (2006). 

An overview of the serpin superfamily. Genome Biology, 7(5), 216. 

https://doi.org/10.1186/gb-2006-7-5-216 

 

https://doi.org/10.1210/en.2004-0180
https://doi.org/10.1002/cbin.11134
https://doi.org/10.1038/s41374-019-0288-8
https://doi.org/10.1038/s41374-019-0288-8
https://doi.org/10.1002/jcp.27060
https://doi.org/10.1038/emm.2016.5
https://doi.org/10.1210/en.2012-1020
https://doi.org/10.1186/gb-2006-7-5-216


 

58 

Lee J. S., Song W. S., Lim J. W., Choi T. R., Jo S. H., Jeon H. J., Kwon J. E., Park 

J. H., Kim Y. R., Yang Y. H., Jeong J. H., & Kim Y. G. (2022). An integrative 

multiomics approach to characterize anti-adipogenic and anti-lipogenic effects of 

Akkermansia muciniphila in adipocytes. Biotechnology Journal, 17(2), e2100397. 

https://doi.org/10.1002/biot.202100397 

  

Li, Y., Liu, S., Qin, Z., Yao, J., Jiang, C., Song, L., Dunham, R., & Liu, Z. (2015). The 

serpin superfamily in channel catfish: identification, phylogenetic analysis and 

expression profiling in mucosal tissues after bacterial infections. Developmental and 

Comparative Immunology, 49(2):267-77. https://doi.org/10.1016/j.dci.2014.12.006 

 

Long, N. P., Lee, W. J., Huy, N. T., Lee, S. J., Park, J. N., & Kwon, S. W. (2016). 

Novel biomarker candidates for colorectal cancer metastasis: a meta-analysis of in 

vitro studies. Cancer Informatics, 22(15), 11-17. https://doi.org/10.4137/CIN.S40301 

 

Longo, M., Zatterale, F., Naderi, J., Parrillo, L., Formisano, P., Raciti, G., Beguinot, 

F., & Miele, C. (2019). Adipose tissue dysfunction as determinant of obesity-

associated metabolic complications. International Journal of Molecular Sciences, 

20(9), 2358. https://doi.org/10.3390/ijms20092358 

 

López-Jiménez, F., & Cortés-Bergoderi, M. (2011). Obesidad y corazón. Revista 

Espanola de Cardiologia, 64(2), 140-149. 

https://doi.org/10.1016/j.recesp.2010.10.010 

 

Lucas, A., Yaron, J., Zhang, L., & Ambadapadi, S. (2018). Overview of serpins and 

their roles in biological systems. Methods Mol Biol, 1826(1), 1-7. 

https://doi.org/10.1007/978-1-4939-8645-3_1 

 

 

Luo, D., Chen, W., Tian, Y., Li, J., Xu, X., Chen, C., & Li, F. (2017). Serpin peptidase 

inhibitor, clade A member 3 (SERPINA3), is overexpressed in glioma and associated 

https://doi.org/10.1002/biot.202100397
https://doi.org/10.1016/j.dci.2014.12.006
https://doi.org/10.4137/CIN.S40301
https://doi.org/10.3390/ijms20092358
https://doi.org/10.1016/j.recesp.2010.10.010
https://doi.org/10.1007/978-1-4939-8645-3_1


 

59 

with poor prognosis in glioma patients. OncoTargets and Therapy, 18(10), 2173-

2181. https://doi.org/10.2147/OTT.S133022 

 

Mączka, K., Stasiak, O., Przybysz, P., Grymowicz, M., & Smolarczyk, R. (2024). The 

impact of the endocrine and immunological function of adipose tissue on 

reproduction in women with obesity. International Journal of Molecular Sciences, 

25(17), 9391. https://doi.org/10.3390/ijms25179391 

 

Machein, U., Lieb, K., & Hüll, M. (1995). IL-1 and TNF-α, but not IL-6, induce α-1-

antichymotrypsin expression in the human astrocytoma cell line U373 MG. Neuro 

Report, 6(17), 2283-2286. https://doi.org/doi:10.1097/00001756-199511270-00004 

 

Mangan, M. S., Bird, C. H., Kaiserman, D., Matthews, A. Y., Hitchen, C., Steer, D. 

L., Thompson, P. E., & Bird, P. I. (2015). A novel serpin regulatory mechanism: 

serpinB9 is reversibly inhibited by vicinal disulfide bond formation in the reactive 

center loop. Journal of Biological Chemistry, 291(7), 3626-3638. 

https://doi.org/10.1074/jbc.M115.699298 

 

Mantovani, A., Cassatella, M., Costantini, C., & Jaillón, S. (2011). Neutrophils in the 

activation and regulation of innate and adaptive immunity. Nature Reviews 

Immunology, 11(1), 519-531. https://doi.org/10.1038/nri3024 

 

Marijanovic, E. M., Fodor, J., Riley, B. T., Porebski, B. T., Costa, M. G., Kass, I., 

Hoke, D. E., McGowan, S., & Buckle, A. M. (2019). Reactive centre loop dynamics 

and serpin specificity. Scientific Reports, 9(1), 1-15. https://doi.org/10.1038/s41598-

019-40432-w 

 

Mathur, N., Severinsen, M. C., Jensen, M. E., Naver, L., Schrölkamp, M., Laye, M. 

J., Watt, M. J., Nielsen, S., Krogh-Madsen, R., Pedersen, B. K., & Scheele, C. 

(2022). Human visceral and subcutaneous adipose stem and progenitor cells retain 

https://doi.org/10.2147/OTT.S133022
https://doi.org/10.3390/ijms25179391
https://doi.org/10.1074/jbc.M115.699298
https://doi.org/10.1038/s41598-019-40432-w
https://doi.org/10.1038/s41598-019-40432-w


 

60 

depot-specific adipogenic properties during obesity. Frontiers in Cell and 

Developmental Biology, 17(10), 983899. https://doi.org/10.3389/fcell.2022.983899 

 

Meijers, W. C., Maglione, M., Bakker, S. J., Oberhuber, R., Kieneker, L. M., De Jong, 

S., Haubner, B. J., Nagengast, W. B., Lyon, A. R., Van Der Vegt, B., Van Veldhuisen, 

D. J., Westenbrink, B. D., Van Der Meer, P., Silljé, H. H., & De Boer, R. A. (2018). 

Heart failure stimulates tumor growth by circulating factors. Circulation, 138(7), 678-

691. https://doi.org/10.1161/CIRCULATIONAHA.117.030816 

 

Meng, L., Zhou, J., Sasano, H., Suzuki, T., Zeitoun, K. M., & Bulun, S. E. (2001). 

Tumor necrosis factor α and interleukin 11 secreted by malignant breast epithelial 

cells inhibit adipocyte differentiation by selectively down-regulating 

CCAAT/enhancer binding protein α and peroxisome proliferator-activated receptor 

γ: mechanism of desmoplastic reaction. Cancer Research, 61(5), 2250-2255. 

https://doi.org/10.1158/0008-5472.CAN-00-2340 

 

Meyer, M. B., Benkusky, N. A., Sen, B., Rubin, J., & Pike, J. W. (2016). Epigenetic 

plasticity drives adipogenic and osteogenic differentiation of marrow-derived 

mesenchymal stem cells. Journal of Biological Chemistry, 291(34), 17829-17847. 

https://doi.org/10.1074/jbc.M116.736538 

 

Meyer-Hoffert, U. (2008). Neutrophil-derived serine proteases modulate innate 

immune responses. Frontiers in Bioscience, 14(9), 3409-3418. 

https://doi.org/10.2741/2935 

 

Miao, Y., Zhang, C., Yang, L., Zeng, X., Hu, Y., Xue, X., Dai, Y., & Wei, Z. (2022). 

The activation of PPARγ enhances Treg responses through up-regulating 

CD36/CPT1-mediated fatty acid oxidation and subsequent N-glycan branching of 

TβRII/IL-2Rα. Cell Communication and Signaling, 20(1), 48. 

https://doi.org/10.1186/s12964-022-00849-9 

 

https://doi.org/10.3389/fcell.2022.983899
https://doi.org/10.1161/CIRCULATIONAHA.117.030816
https://doi.org/10.1158/0008-5472.CAN-00-2340
https://doi.org/10.1074/jbc.M116.736538
https://doi.org/10.2741/2935
https://doi.org/10.1186/s12964-022-00849-9


 

61 

Miyauchi, E., Furuta, T., Ohtsuki, S., Tachikawa, M., Uchida, Y., Sabit, H., Obuchi, 

W., Baba, T., Watanabe, M., Terasaki, T., & Nakada, M. (2018). Identification of 

blood biomarkers in glioblastoma by SWATH mass spectrometry and quantitative 

targeted absolute proteomics. PloS ONE, 13(3), e0193799. 

https://doi.org/10.1371/journal.pone.0193799 

 

Mizukami, T., Kuramitsu, M., Takizawa, K., Momose, H., Masumi, A., Naito, S., 

Iwama, A., Ogawa, T., Noce, T., Hamaguchi, I., & Yamaguchi, K. (2008). 

Identification of transcripts commonly expressed in both hematopoietic and germ-

line stem cells. Stem Cells and Development, 17(1), 67-80. 

https://doi.org/10.1089/scd.2007.0077 

 

Montel, V., Pestonjamasp, K., Mose, E., & Tarin, D. (2005). Tumor–host interactions 

contribute to the elevated expression level of α1-antichymotrypsin in metastatic 

breast tumor xenografts. Differentiation, 73(2), 88-98. https://doi.org/10.1111/j.1432-

0436.2005.07302088.x 

Morihara, T., Teter, B., Yang, F., Lim, G. P., Boudinot, S., Boudinot, F. D., Frautschy, 

S. A., & Cole, G. M. (2005). Ibuprofen suppresses interleukin-Iβ induction of pro-

amyloidogenic α1-antichymotrypsin to ameliorate β-amyloid (aβ) pathology in 

Alzheimer’s models. Neuropsychopharmacology, 30(6), 1111-1120. 

https://doi.org/10.1038/sj.npp.1300668 

Moseti, D., Regassa, A., & Kim, W-K. (2016). Molecular Regulation of Adipogenesis 

and Potential Anti-Adipogenic Bioactive Molecules. International Journal of 

Molecular Sciences, 17(1), 124. https://doi.org/10.3390/ijms17010124 

 

Mota de Sá, P., Richard, A., Hang, H., & Stephens, J. (2017). Transcriptional 

Regulation of Adipogenesis. Comprehensive Physiology, 7(2), 635-674. 

https://doi.org/10.1002/cphy.c160022 

 

https://doi.org/10.1371/journal.pone.0193799
https://doi.org/10.1089/scd.2007.0077
https://doi.org/10.1038/sj.npp.1300668
https://doi.org/10.3390/ijms17010124
https://doi.org/10.1002/cphy.c160022


 

62 

Mu, F., Jing, Y., Ning, B., Huang, J., Cui, T., Guo, Y., You, X., Yan, X., Li, H., & 

Wang, N. (2020). Peroxisome proliferator-activated receptor γ isoforms differentially 

regulate preadipocyte proliferation, apoptosis, and differentiation in chickens. Poultry 

Science, 99(12), 6410-6421. https://doi.org/10.1016/j.psj.2020.09.086 

 

Mulenga, A., Khumthong, R., & Chalaire, K. C. (2009). Ixodes scapularis tick serine 

proteinase inhibitor (serpin) gene family; annotation and transcriptional analysis. 

BMC Genomics, 12(10), 217. https://doi.org/10.1186/1471-2164-10-217 

 

Musri, M., & Párrizas, M. (2012). Epigenetic regulation of adipogenesis. Current 

Opinion in Clinical Nutrition and Metabolic Care, 15(4), 342-349. 

https://doi.org/10.1097/MCO.0b013e3283546fba 

 

Nguyen, E. M., Centenera, M. M., Moldovan, M., Das, R., Irani, S., Vincent, A, D., 

Chan, H., Horvath, L. G., Lynn, D. J., Daly, R. J., & Butler, L. M. (2018). Identification 

of novel response and predictive biomarkers to Hsp90 inhibitors through proteomic 

profiling of patient-derived prostate tumor explants. Molecular & Cellular Proteomics, 

17(8), 1470-1486. https://doi.org/10.1074/mcp.ra118.000633 

 

Nickel, A., Blücher, C., Kadri, O., Schwagarus, N., Müller, S., Schaab, M., Thiery, J., 

Burkhardt, R., & Stadler, S. C. (2018). Adipocytes induce distinct gene expression 

profiles in mammary tumor cells and enhance inflammatory signaling in invasive 

breast cancer cells. Scientific Reports, 8(1), 1-13. https://doi.org/10.1038/s41598-

018-27210-w 

 

Raajendiran, A., Krisp, C., Souza, D., Ooi, G., Burton, P., Taylor, R. A., Molloy, M. 

P., & Watt, M. J. (2020). Proteome analysis of human visceral and subcutaneous 

adipocytes identifies depot-specific heterogeneity at metabolic control points. 

320(6), E1068-E1084. https://doi.org/10.1152/ajpendo.00473.2020.  

 

https://doi.org/10.1016/j.psj.2020.09.086
https://doi.org/10.1186/1471-2164-10-217
https://doi.org/10.1097/MCO.0b013e3283546fba
https://doi.org/10.1074/mcp.ra118.000633
https://doi.org/10.1038/s41598-018-27210-w
https://doi.org/10.1038/s41598-018-27210-w


 

63 

Riaz, S. (2015). Study of protein biomarkers of diabetes mellitus type 2 and therapy 

with vitamin B1. Journal of Diabetes Research, 2015(2015), 150176. 

https://doi.org/10.1155/2015/150176 

 

Ritter, A., Friemel, A., Roth, S., Kreis, N. N., Hoock, S. C., Safdar, B. K., Fischer, K., 

Möllmann, C., Solbach, C., Louwen, F., & Yuan, J. (2019). Subcutaneous and 

visceral adipose-derived mesenchymal stem cells: commonality and diversity. Cells, 

8(10), 1288. https://doi.org/10.3390/cells8101288 

 

Rosen, E. D., Spiegelman, B. M., Puigserver, P., & Walkey, C. (2000). Molecular 

regulation of adipogenesis. Annual Review of Medicine, 16(1), 145-171. 

https://doi.org/10.1146/annurev.cellbio.16.1.145. 

 

Ruiz-Ojeda, F., Rupérez, A., Gomez-Llorente, C., Gil, A., & Aguilera, C. (2016). Cell 

models and their application for studying adipogenic differentiation in relation to 

obesity: a review. International Journal of Molecular Sciences, 17(7), 1040. 

https://doi.org/10.3390/ijms17071040 

 

Salazar-Olivo, L. A, Mejia-Elizondo, R., Alonso-Castro, A. J., Ponce-Noyola, P., 

Maldonado-Lagunas, V., Melendez-Zajgla, J., & Saavedra-Alanis, V. M. (2014). 

SerpinA3g participates in the antiadipogenesis and insulin-resistance induced by 

tumor necrosis factor-α in 3T3-F442A cells. Cytokine, 69(2), 180-188. 

https://doi.org/10.1016/j.cyto.2014.05.025 

 

Samaras, K., Botelho, N. K., Chisholm, D. J., & Lord, R. V. (2010). Subcutaneous 

and visceral adipose tissue gene expression of serum adipokines that predict type 2 

diabetes. Obesity, 18(5), 884-889. https://doi.org/10.1038/oby.2009.443 

 

Sanrattana, W., Maas, C., & Maat, S. (2019). SERPINs-From trap to treatment. 

Frontiers in Medicine, 12(6), 25. https://doi.org/10.3389/fmed.2019.00025 

https://doi.org/10.1155/2015/150176
https://doi.org/10.3390/cells8101288
https://doi.org/10.1146/annurev.cellbio.16.1.145
https://doi.org/10.3390/ijms17071040
https://doi.org/10.1016/j.cyto.2014.05.025
https://doi.org/10.1038/oby.2009.443
https://doi.org/10.3389/fmed.2019.00025


 

64 

Santamaria, M., Pardo-Saganta, A., Alvarez-Asiain, L., Di Scala, M., Qian, C., Prieto, 

J., & Avila, M. A. (2013). Nuclear α1-antichymotrypsin promotes chromatin 

condensation and inhibits proliferation of human hepatocellular carcinoma cells. 

Gastroenterology, 144(4), 818-828. https://doi.org/10.1053/j.gastro.2012.12.029 

Sarjeant, K., & Stephens, J. M. (2012). Adipogenesis. Cold Spring Harbor 

Perspectives in Biology, 4(9), a008417. 

https://doi.org/10.1101/cshperspect.a008417 

 

Sauerwein, H., Bendixen, E., Restelli, L., & Ceciliani, F. (2014). The adipose tissue 

in farm animals: a proteomic approach. Current Protein & Peptide Science, 15(2), 

146-155. https://doi.org/10.2174/1389203715666140221123105 

 

Schmidt, F. M., Weschenfelder, J., Sander, C., Minkwitz, J., Thormann, J., Chittka, 

T., Mergl, R., Kirkby, K. C., Faßhauer, M., Stumvoll, M., Holdt, L. M., Teupser, D., 

Hegerl, U., & Himmerich, H. (2015). Inflammatory cytokines in general and central 

obesity and modulating effects of physical activity. PLoS ONE, 10(3), e0121971. 

https://doi.org/10.1371/journal.pone.0121971 

 

Silverman, G. A., Bird, P. I., Carrell, R. W., Church, F. C., Coughlin, P. B., Gettins, 

P. G., Irving, J. A., Lomas, D. A., Luke, C. J., Moyer, R. W., Pemberton, P. A., 

Remold-O’Donnell, E., Salvesen, G. S., Travis, J., & Whisstock, J. C. (2001). The 

serpins are an expanding superfamily of structurally similar but functionally diverse 

proteins. Evolution, mechanism of inhibition, novel functions, and a revised 

nomenclature. Journal of Biological Chemistry, 276(36), 33293-33296. 

https://doi.org/10.1074/jbc.R100016200 

 

Sobolev, V. V., Tchepourina, E., Korsunskaya, I. M., Geppe, N. A., Chebysheva, S. 

N., Soboleva, A. G., & Mezentsev, A. (2022). The role of transcription factor PPAR-

γ in the pathogenesis of psoriasis, skin cells, and immune cells. International Journal 

of Molecular Sciences, 23(17), 9708. https://doi.org/10.3390/ijms23179708 

 

https://doi.org/10.1053/j.gastro.2012.12.029
https://doi.org/10.1101/cshperspect.a008417
https://doi.org/10.2174/1389203715666140221123105
https://doi.org/10.1371/journal.pone.0121971
https://doi.org/10.1074/jbc.R100016200
https://doi.org/10.3390/ijms23179708


 

65 

Song, W., Wang, N., Li, W., Wang, G., Hu, J.-F., He, K., Li, Y., Meng, Y., Chen, N., 

Wang, S., Hu, L., Xu, B., Wang, J., Li, A., & Cui, J. (2013). Serum peptidomic profiling 

identifies a minimal residual disease detection and prognostic biomarker for patients 

with acute leukemia. Oncology Letters, 6(5), 1453-1460. 

https://doi.org/10.3892/ol.2013.1574 

 

Stalin, A., Josephine, P., Feng, Y., Xiang, H., Ignacimuthu, S., & Chen, Y. (2022). 

Computational analysis of single nucleotide polymorphisms (SNPs) in PPAR gamma 

associated with obesity, diabetes and cancer. Journal of Biomolecular Structure and 

Dynamics, 40(4), 1843-1857. https://doi.org/10.1080/07391102.2020.1835724 

 

Stone, T. W., McPherson, M., & Darlington, L. G. (2018). Obesity and cancer: 

existing and new hypotheses for a causal connection. EBioMedicine, 30, 14-28. 

https://doi.org/10.1016/j.ebiom.2018.02.022 

 

Sun, C., Mao, S., Chen, S., Zhang, W., & Liu, C. (2021). PPARs-orchestrated 

metabolic homeostasis in the adipose tissue. International Journal of Molecular 

Sciences, 22(16), 8974. https://doi.org/10.3390/ijms22168974 

Sun, J., Germain, A., Kaglan, G., Servant, F., Lelouvier, B., Federici, M., Fernandez-

Real, J., Sala, D., Neagoe, R., Bouloumié, A., & Burcelin, R. (2023). The visceral 

adipose tissue bacterial microbiota provides a signature of obesity based on inferred 

metagenomic functions. International Journal of Obesity (Lond), 47(10), 1028. 

https://doi.org/10.1038/s41366-023-01377-3 

Taguchi, K., Kajita, K., Kitada, Y., Fuwa, M., Asano, M., Ikeda, T., Kajita, T., Ishizuka, 

T., Kojima, I., & Morita, H. (2020). Role of small proliferative adipocytes: possible 

beige cell progenitors. Journal of Endocrinology, 245(1), 65-78. 

https://doi.org/10.1530/JOE-19-0503 

Takahashi, E., Okumura, A., Unoki-Kubota, H., Hirano, H., Kasuga, M., & Kaburagi, 

Y. (2013). Differential proteome analysis of serum proteins associated with the 

https://doi.org/10.3892/ol.2013.1574
https://doi.org/10.1080/07391102.2020.1835724
https://doi.org/10.1016/j.ebiom.2018.02.022
https://doi.org/10.3390/ijms22168974
https://doi.org/10.1038/s41366-023-01377-3
https://doi.org/10.1530/JOE-19-0503


 

66 

development of type 2 diabetes mellitus in the KK-Ay mouse model using the iTRAQ 

technique. Journal of Proteomics, 84, 40-51. 

https://doi.org/10.1016/j.jprot.2013.03.014 

Takahashi, E., Unoki-Kubota, H., Shimizu, Y., Okamura, T., Iwata, W., Kajio, H., 

Yamamoto-Honda, R., Shiga, T., Yamashita, S., Tobe, K., Okumura, A., Matsumoto, 

M., Yasuda, K., Noda, M., & Kaburagi, Y. (2017). Proteomic analysis of serum 

biomarkers for prediabetes using the Long-Evans Agouti rat, a spontaneous animal 

model of type 2 diabetes mellitus. Journal of Diabetes Investigation, 8(5), 661-671. 

https://doi.org/10.1111/jdi.12638 

Tang, Q. Q., & Lane, M. D. (2012). Adipogenesis: From stem cell to adipocyte. 

Annual Review of Biochemistry, 2012(81), 715-736. 

https://doi.org/10.1146/annurev-biochem-052110-115718 

Tang, Q. Q., Otto, T. C., & Lane, M. D. (2003). Mitotic clonal expansion: a 

synchronous process required for adipogenesis. Proceedings of the National 

Academy of Sciences, 100(1), 44-49. https://doi.org/10.1073/pnas.0137044100 

Tian, W., Liu, J., Pei, B., Wang, X., Guo, Y., & Yuan, L. (2016). Identification of 

miRNAs and differentially expressed genes in early phase non-small cell lung 

cancer. Oncology Reports, 35(4), 2171-2176. https://doi.org/10.3892/or.2016.4561 

Travis, J., Bowen, J., & Baugh, R. (1978). Human α-l-Antichymotrypsin: interaction 

with chymotrypsin-like proteinases. Biochemistry, 17(26), 5651-5656. 

https://doi.org/10.1021/bi00619a011 

Trayhurn, P. (2005). Adipose tissue in obesity—An inflammatory issue. 

Endocrinology, 146(3), 1003-1005. https://doi.org/10.1210/en.2004-1597 

Vishnubalaji, R., Nair, V., Ouararhni, K., Elkord, E., & Alajez, N. M (2019). Integrated 

transcriptome and pathway analyses revealed multiple activated pathways in breast 

cancer. Frontiers in Oncology, 18(9), 910. https://doi.org/10.3389/fonc.2019.00910 

https://doi.org/10.1016/j.jprot.2013.03.014
https://doi.org/10.1111/jdi.12638
https://doi.org/10.1146/annurev-biochem-052110-115718
https://doi.org/10.1073/pnas.0137044100
https://doi.org/10.3892/or.2016.4561
https://doi.org/10.1021/bi00619a011
https://doi.org/10.1210/en.2004-1597
https://doi.org/10.3389/fonc.2019.00910


 

67 

Wang, P., Mariman, E., Keijer, J., Bouwman, F., Noben, J., Robben, J., & Renes, J. 

(2004). Profiling of the secreted proteins during 3T3-L1 adipocyte differentiation 

leads to the identification of novel adipokines. Cellular and Molecular Life Sciences, 

61(18), 2405-2417. https://doi.org/10.1007/s00018-004-4256-z 

Wang, S., Dong, Y., & Meng, X. (2018). Expression and clinical significance of 

SERPINA3 and EFEMP2 in endometrial carcinoma. European Journal of 

Inflammation, 16(2018), 1-6. https://doi.org/10.1177/2058739218781125 

Wang, X., Chen, B., & Chen, C. (2023). Identification of biomarkers and candidate 

small-molecule drugs in lipopolysaccharide (LPS)-induced acute lung injury by 

bioinformatics analysis. Allergologia et Immunopathologia, 51(1), 44-53. 

https://doi.org/10.15586/aei.v51i1.755 

Wang, Y., Jiang, H., Dai, D., Su, M., Martinka, M., Brasher, P., Zhang, Y., McLean, 

D., Zhang, J., Ip, W., Li, G., Zhang, X., & Zhou, Y. (2010). Alpha 1 antichymotrypsin 

is aberrantly expressed during melanoma progression and predicts poor survival for 

patients with metastatic melanoma. Pigment Cell and Melanoma Research, 23(4), 

575-586. https://doi.org/10.1111/j.1755-148X.2010.00715.x 

Wang, Y., Köster, K., Lummer, M., & Ragg, H. (2014). Origin of serpin-mediated 

regulation of coagulation and blood pressure. PLoS ONE, 9(5), e97879. 

https://doi.org/10.1371/journal.pone.0097879 

Wierer, M., Verde, G., Pisano, P., Molina, H., Font-Mateu, J., DiCroce, L., & Beato, 

M. (2013). PLK1 signaling in breast cancer cells cooperates with estrogen receptor-

dependent gene transcription. Cell Reports, 3(6), 2021-2032. 

https://doi.org/10.1016/j.celrep.2013.05.024 

Winkler, I., Hendy, J., Coughlin, P., Horvath, A., & Lévesque, J. (2005). Serine 

protease inhibitors serpina1 and serpina3 are down-regulated in bone marrow during 

hematopoietic progenitor mobilization. Journal of Experimental Medicine, 201(7), 

1077-1088. https://doi.org/10.1084/jem.20042299 

https://doi.org/10.1007/s00018-004-4256-z
https://doi.org/10.1177/2058739218781125
https://doi.org/10.15586/aei.v51i1.755
https://doi.org/10.1111/j.1755-148X.2010.00715.x
https://doi.org/10.1016/j.celrep.2013.05.024
https://doi.org/10.1084/jem.20042299


 

68 

Winkler, J., Abisoye-Ogunniyan, A., Metcalf, K., & Werb, Z. (2020). Concepts of 

extracellular matrix remodelling in tumour progression and metastasis. Nature 

Communications, 11(1), 1-19. https://doi.org/10.1038/s41467-020-18794-x 

Wladyka, B., Kozik, A., Bukowski, M., Rojowska, A., Kantyka, T., Dubin, G., & Dubin, 

A. (2011). Α1-Antichymotrypsin inactivates staphylococcal cysteine protease in 

cross-class inhibition. Biochimie 93(5), 948-953. 

https://doi.org/10.1016/j.biochi.2011.01.014 

World Health Organization, WHO. (2024). Obesity and overweight. [Accessed March 

4, 2024]; https://www.who.int/news-room/fact-sheets/detail/obesity-and-overweight. 

Wright, S. M., & Aronne, L. J. (2012). Causes of obesity. Abdominal Imaging, 37(5), 

730-732. https://doi.org/10.1007/s00261-012-9862-x 

Wu, P., Zhang, F., Dai, Y., Han, L., & Chen, S. (2016). Serum TNF-α, GTH and MDA 

of high-fat diet-induced obesity and obesity resistant rats. Saudi Pharmaceutical 

Journal, 24(3), 333-336. https://doi.org/10.1016/j.jsps.2016.04.011 

Yamamura, J., Miyoshi, Y., Tamaki, Y., Taguchi, T., Iwao, K., Monden, M., Kato, K., 

& Noguchi, S. (2004). mRNA expression level of estrogen-inducible gene, α 1-

antichymotrypsin, is a predictor of early tumor recurrence in patients with invasive 

breast cancers. Cancer Science, 95(11), 887-892. https://doi.org/10.1111/j.1349-

7006.2004.tb02198.x 

Yanaka, N., Kanda, M., Toya, K., Suehiro, H., & Kato, N. (2011a). Vitamin B6 

regulates mRNA expression of peroxisome proliferator-activated receptor-γ target 

genes. Experimental and Therapeutic Medicine, 2(3), 419-424. 

https://doi.org/10.3892/etm.2011.238 

Yanaka, N., Ohata, T., Toya, K., Kanda, M., Hirata, A., & Kato, N. (2011b). Vitamin 

B6 suppresses serine protease inhibitor 3 expression in the colon of rats and in TNF‐

https://doi.org/10.1038/s41467-020-18794-x
https://doi.org/10.1016/j.biochi.2011.01.014
https://www.who.int/news-room/fact-sheets/detail/obesity-and-overweight
https://doi.org/10.1007/s00261-012-9862-x
https://doi.org/10.1016/j.jsps.2016.04.011
https://doi.org/10.1111/j.1349-7006.2004.tb02198.x
https://doi.org/10.1111/j.1349-7006.2004.tb02198.x
https://doi.org/10.3892/etm.2011.238


 

69 

α‐stimulated HT‐29 cells. Molecular Nutrition & Food Research, 55(4), 635-643. 

https://doi.org/10.1002/mnfr.201000282 

Yang, G., Yang, X., Lu, H., Ren, Y., Ma, M., Zhu, L., Wang, J., Song, W., Zhang, W., 

Zhang, R., & Zhang, Z. (2014). SERPINA3 promotes endometrial cancer cells 

growth by regulating G2/M cell cycle checkpoint and apoptosis. International Journal 

of Clinical and Experimental Pathology, 7(4), 1348-1358. 

Zamolodchikova, T. S., Tolpygo, S. M., & Svirshchevskaya, E. V. (2020). Cathepsin 

G—not only inflammation: the immune protease can regulate normal physiological 

processes. Frontiers in Immunology, 3(11), 411. 

https://doi.org/10.3389/fimmu.2020.00411 

Zhang, J. W., Tang, Q. Q., Vinson, C., & Lane, M. D. (2004). Dominant-negative 

C/EBP disrupts mitotic clonal expansion and differentiation of 3T3-L1 preadipocytes. 

Proceedings of the National Academy of Sciences, 101(1), 43-47. 

https://doi.org/10.1073/pnas.0307229101 

Zhao, L., Chen, M., & Yang, X. (2020). Serpina3 in myocardial infarction. 

International Journal of Cardiology, 1(306), 8. 

https://doi.org/10.1016/j.ijcard.2020.02.045 

Zhou, J., Cheng, Y., Tang, L., Martinka, M., & Kalia, S. (2017). Up-regulation of 

SERPINA3 correlates with high mortality of melanoma patients and increased 

migration and invasion of cancer cells. Oncotarget, 8(12), 18712-18725. 

https://doi.org/10.18632/oncotarget.9409 

Zhou, M. L., Chen, F. S., & Mao, H. (2019). Clinical significance and role of up-

regulation of SERPINA3 expression in endometrial cancer. World Journal of Clinical 

Cases, 7(15), 1996-2002. https://doi.org/10.12998/wjcc.v7.i15.1996 

Zvonic, S., Lefevre, M., Kilroy, G., Floyd, Z. E., DeLany, J. P., Kheterpal, I., Gravois, 

A., Dow, R., White, A., Wu, X., & Gimble, J. M. (2007). Secretome of primary cultures 

https://doi.org/10.1002/mnfr.201000282
https://doi.org/10.3389/fimmu.2020.00411
https://doi.org/10.1073/pnas.0307229101
https://doi.org/10.1016/j.ijcard.2020.02.045
https://doi.org/10.18632/oncotarget.9409
https://doi.org/10.12998/wjcc.v7.i15.1996


 

70 

of human adipose-derived stem cells: Modulation of serpins by adipogenesis. 

Molecular and Cellular Proteomics, 6(1), 18-28. 

https://doi.org/10.1074/mcp.M600217-MCP200 

https://doi.org/10.1074/mcp.M600217-MCP200

