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Abstract: Fatty liver, characterized by excessive lipid droplet (LD) accumulation in hepatocytes, is a
common physiological condition in humans and aquaculture species. Lipid mobilization is an impor-
tant strategy for modulating the number and size of cellular LDs. Cyclooxygenase (COX)-mediated
arachidonic acid derivatives are known to improve lipid catabolism in fish; however, the specific
derivatives remain unknown. In the present study, we showed that serum starvation induced LD
degradation via autophagy, lipolysis, and mitochondrial energy production in zebrafish hepatocytes,
accompanied by activation of the COX pathway. The cellular concentration of PGF2α, but not other
prostaglandins, was significantly increased. Administration of a COX inhibitor or interference with
PGF2α synthase abolished serum deprivation-induced LD suppression, LD–lysosome colocalization,
and expression of autophagic genes. Additionally, exogenous PGF2α suppressed the accumulation of
LDs, promoted the accumulation of lysosomes with LD and the autophagy marker protein LC3A/B,
and augmented the expression of autophagic genes. Moreover, PGF2α enhanced mitochondrial accu-
mulation and ATP production, and increased the transcript levels of β-oxidation- and mitochondrial
respiratory chain-related genes. Collectively, these findings demonstrate that the COX pathway is
implicated in lipid degradation induced by energy deprivation, and that PGF2α is a key molecule
triggering autophagy, lipolysis, and mitochondrial development in zebrafish hepatocytes.

Keywords: arachidonic acid; ATP; cyclooxygenase; eicosanoids; lipid droplets; lipolysis; lipophagy;
mitochondria; PGF2α

1. Introduction

With rapid industrialization, obesity and fatty liver disease have become non-communicable
diseases that threaten modern societies worldwide [1]. Coincidentally, in the aquaculture
industry, to pursue optimal growth and maximize profit, high-energy commercial diets are
widely supplied to fish such as grass carp [2,3], tilapia [4], and large-mouth bass [5], but
these diets also induce excessive fat accumulation in the liver and mesentery. Furthermore,
these impacts not only diminish feed assimilation efficiency, but also negatively affect
the health and market value of fish [6]. Fatty liver is characterized by the accumulation
of lipid droplets (LDs), which are mainly composed of triglycerides and sterol esters, in
hepatocytes [7]. LD degradation is an important process for regulating the size and number
of LDs [8]; thus, it is a promising therapeutic approach. Moreover, increased fat utilization
is an important strategy in aquaculture because it spares proteins, which are expensive
feed components [9]. Several cytoplasmic lipases, such as adipose tissue lipase (ATGL)
and hormone-sensitive lipase (HSL), are involved in triglyceride lipolysis and release free
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fatty acids from triglycerides in LDs [10]. These enzymes are also detected in fish, and
their functions and regulatory mechanisms appear to be evolutionarily conserved [11–13].
Concurrently, autophagy is a response to LD degradation in the liver of mice and fish.
Specifically, autophagy is mediated by the formation of double-membrane autophago-
somes at the surface of LDs to transport triglycerides to lysosomes for degradation; the
entire process is termed lipophagy [14–16]. ATGL has been proposed as a direct regula-
tor of autophagy/lipophagy in mice [17]. Free fatty acids released through lipolysis or
autophagy/lipophagy are transported to the mitochondria for β-oxidation by a series of
enzymes to produce acetyl-CoA as the end product [18]. Acetyl-CoA then enters the tricar-
boxylic acid cycle to form NADPH and FADH2, which are absorbed by the mitochondrial
respiratory chain, through which five enzymatic complexes produce ATP [19,20].

Arachidonic acid (ARA; C20:4n-6) is a major n-6 long-chain polyunsaturated fatty acid
that is primarily esterized at the sn-2 position of phospholipids in the cell membrane [21].
ARA is liberated from the cell membrane via phospholipase A2 (PLA2) in response to
cellular activation by cytokines, growth factors, and mechanical trauma [22]. Free ARA
serves as a precursor for one of the most important groups of bioactive lipid mediators,
eicosanoids. There are three major enzymatic routes of eicosanoid synthesis: (i) the cy-
clooxygenase (COX) pathway, which leads to the formation of prostaglandins (PGs) and
thromboxane; (ii) the lipoxygenase pathway, which results in the formation of leukotrienes
and hydroxyeicosatetraenoic acid with different regioisomers; and (iii) the cytochrome P
450 pathway, which generates hydroxyeicosatetraenoic acid and epoxyeicosatetraenoic
acid [23,24]. These eicosanoids are involved in numerous complex homeostatic and physio-
logical processes in an autocrine or paracrine manner [24].

ARA and its metabolites may play pivotal roles in fish lipid catabolism. Previously, we
showed that dietary ARA increases ATGL transcription and serum non-esterified fatty acid
levels in freshwater grass carp. Moreover, acetylsalicylic acid, a COX inhibitor, abolishes
the lipolysis-promoting function of ARA, suggesting that increased cellular ARA levels
facilitate lipolysis and that COX-mediated metabolites are involved in the regulation of
this process [25–27]. However, the specific metabolites that promote lipolysis have not yet
been elucidated. Moreover, whether ARA-derived metabolites promote autophagy in fish
remains unclear. Interestingly, studies in mammals have revealed the diverse regulatory
roles of COX-mediated metabolites in lipid accumulation. For instance, PGI2 acts as a potent
promoter of lipolysis in adipocytes [28], whereas 15-deoxy-∆12,14-PGJ2 is an endogenous
ligand of the adipogenic protein PPARγ [29]. Meanwhile, it remains controversial whether
PGE2 inhibits or is not involved under the basal lipolysis status but promotes lipolysis
under the activated lipolysis status [28,30,31]. However, to date, no study has explored the
function of PGF2α or TXA2 in the regulation of lipid catabolism in mammals. Nonetheless,
a previous study showed that starvation-induced autophagy is accompanied by increased
protein expression of enzymes involved in PGF2α synthesis in grass carp adipose tissue [32].
Notably, in mammals, PGF2α induces autophagy during luteolysis [33,34].

In the present study, we used a zebrafish liver cell line, an academically accepted
model for studying LD regulation, to preliminarily explore the dynamics of ARA-derived
COX metabolites in response to autophagy and lipolysis activation and to elucidate the key
molecules regulating lipid catabolism and oxidation in fish hepatocytes.

2. Materials and Methods
2.1. Cell Culture and Treatments

The zebrafish liver (ZFL) cell line was purchased from American Type Culture Col-
lection (ATCC, Manassas, VA, USA). Cells were cultured in a mixed medium (50% L-15,
35% DMEM HG, and 15% Ham’s F12; Gibco, Thermo Fisher Scientific, Waltham, MA, USA)
supplemented with 0.15 g/L sodium bicarbonate (Sigma-Aldrich, St. Louis, MO, USA),
15 mM HEPES (Sigma-Aldrich), 0.01 mg/mL bovine insulin (Sigma-Aldrich), 50 ng/mL
epidermal growth factor (Sigma-Aldrich), 5% fetal bovine serum (Gibco), and 0.5% trout
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serum (Caisson Labs, Smithfield, UT, USA). The cells were incubated at 28 ◦C in a 100% air
atmosphere. The medium was replaced every 2 days.

LD-containing cells were prepared by adding 400 µM lipid mixture (200 µM oleic
acid, 100 µM linoleic acid, and 100 µM linolenic acid; coated with bovine serum albumin;
Sigma-Aldrich) for 24 h. LD-containing cells were directly incubated with PGF2α and PGE2
(MedChemExpress, Monmouth Junction, NJ, USA; dissolved in dimethyl sulfoxide). Before
treatment, cytotoxicity of the molecules was assessed using a 3-(4,5-dimethyl-2-thiazolyl)-
2,5-diphenyl-2H-tetrazolium bromide assay.

2.2. RNA Interference and Inhibitor Treatment

The cells were not transfected with siRNA or treated with the inhibitor until they
reached 75% confluency. For RNA interference, the cells were transfected with specific
siRNA sequences against ATG7 (sense: 5′-GGGACCCAGAAGUGUUAAUTT-3′; antisense:
5′-AUUAACACUUCUGGGUCCCTT-3′), ATGL (sense: 5′-CCGGACACCAACAGGACAU
TT-3′; antisense: 5′-AUGUCCUGUUGGUGUCCGGTT-3′), and PTGFS (sense: 5′-GGGUG
ACAUCUACAUUGAUTT-3′; antisense: 5′-AUCAAUGUAGAUGUCACCCTT-3′), or non-
targeting siRNA (negative control; 5′-UUCUCCGAACGUGUCACGUTT-3′), for 24 h with
a transfection reagent (Invitrogen, Thermo Fisher Scientific, Waltham, MA, USA). The
siRNAs were designed and synthesized by GenePharma (Shanghai, China). The gene
knockdown efficiency was 74.12% for ATG7, 54.38% for ATGL, and 45.89% for PTGFS
(Figures S1a and S2a). For inhibitor treatment, cells were incubated with ibuprofen (Med-
ChemExpress), chloroquine (CQ; 5 or 50 µM; MedChemExpress), or non-inhibitor medium
for 24 h, followed by treatment with a lipid mixture to obtain LD-containing cells and
other treatments.

2.3. LD Staining

ZFL cells were seeded at 1.2× 106/well in six-well plates for 24 h, with three replicates
per assay. After treatment, the cells were washed twice with phosphate-buffered saline
(PBS) and fixed in 10% formalin for 30 min. After rinsing twice with PBS, the cells were
stained with BODIPY solution (10 µg/mL; Invitrogen, Thermo Fisher Scientific, Waltham,
MA, USA) for 30 min. After washing the cells three times with PBS to remove the BODIPY
solution, the nuclei were stained with DAPI solution (10 µg/mL; Invitrogen, Thermo Fisher
Scientific) for 10 min. Finally, after removing the DAPI solution and washing with PBS,
the cells were observed under an inverted fluorescence microscope with a ×40 objective
(Nikon TS2, Tokyo, Japan). Three nonoverlapping images were obtained for each treatment
group. Eighteen cells (six cells per image) in each treatment were randomly selected, and
the particle number was quantified using ImageJ software (National Institutes of Health,
Bethesda, MD, USA). In addition, the relative puncta of BODIPY fluorescence values
and cell numbers (in each image) were quantified using ImageJ software (1.53q; National
Institutes of Health, Bethesda, MD, USA).

2.4. Immunofluorescence Staining

For immunofluorescence microscopy, ZFL cells were seeded in six-well plates at
1.2 × 106/well for 24 h prior to treatment, with three replicates per assay. The cells were
fixed in 4% paraformaldehyde for 30 min and then washed three times with PBS. The
cells were then incubated with Triton X-100 (0.5%) for 10 min and washed with PBS. After
blocking with 5% bovine serum albumin for 30 min, the cells were incubated with the
primary antibody (LC3A/B; Cell Signaling Technology, Danvers, MA, USA; dissolved in
fetal bovine serum) overnight (4 ◦C). After washing with PBS, the cells were incubated
with a secondary antibody conjugated to Alexa Fluor 488 (Cell Signaling Technology) for
2 h. The cell LDs and nuclei were then stained. The cells were observed and imaged
under an inverted fluorescence microscope with a ×40 objective (Nikon TS2). The relative
puncta of fluorescence values and cell numbers (in each image) were quantified using
ImageJ software.
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2.5. PG Analysis

For the PG test, cells were seeded at a density of 1.0 × 106/well in 25 cm plastic bottles
for 24 h prior to treatment. Six replicates were used for each treatment. At harvest, the cells
were digested with 0.25% trypsin–EDTA, washed twice with PBS, and suspended in 100 µL
PBS, and the cell medium was collected. The cells were then subjected to three freeze–thaw
cycles (−80 ◦C) and centrifuged for 10 min at 5000× g at 4 ◦C. The supernatant was then
transferred to a fresh Eppendorf tube for further analysis. Major PGs, including 15d-PGJ2,
PGE2, PGF2α, and PGI2, were quantified using an enzyme-linked immunosorbent assay
kit (MEIMIAN, Wuhan, China) according to the manufacturer’s protocol, using a microtiter
plate spectrophotometer (Multiskan MK3, Thermo Labsystems, Philadelphia, PA, USA)
at an absorbance of 450 nm. All metabolite assays were performed in duplicates. The
results are expressed as nanograms of PGs per microgram of protein (for cells) or milliliter
(for medium).

2.6. Lysosomal and Mitochondrial Staining

ZFL cells were seeded in six-well plates at 1.2 × 106/well for 24 h prior to treatment,
with three replicates per assay. For lysosomal staining, growing cells were incubated with
20 nM LysoTracker Red DND-99 (Invitrogen, Thermo Fisher Scientific) for 30 min at 28 ◦C
before fixation. For mitochondrial staining, growing cells were incubated with 100 nM
MitoTracker Red FM (Invitrogen, Thermo Fisher Scientific, Waltham, MA, USA) for 30 min
at 28 ◦C before fixation. The cell LDs and nuclei were stained and captured under an
inverted fluorescence microscope with a ×40 objective (Nikon TS2). The relative puncta
of fluorescence values and cell numbers (in each image) were quantified using ImageJ
software. The Mander’s overlap coefficient of LDs and lysosome puncta was measured
using the Coloc 2 plug-in.

2.7. Triglyceride (TG), Free Fatty Acid, and Glycerol Content

For TG assays, ZFL cells were seeded in six-well plates at 1.2 × 106/well for 24 h prior
to treatment, with four replicates per assay, lysed, and collected. TG assays were performed
using an enzymatic kit (Applygen, Beijing, China). The cell medium was collected after
treatment and measured using free fatty acid and glycerol assay kits (Jiancheng Biotech
Co., Nanjing, China).

2.8. ATP Determination

To measure ATP generation, ZFL cells were seeded in six-well plates at 1.2 × 106/well
for 24 h prior to treatment, with six replicates per treatment. A commercial kit (GENMED,
Shanghai, China) was used to normalize the total protein concentration, according to the
manufacturer’s instructions.

2.9. Real-Time Quantitative Reverse Transcription-PCR (qRT-PCR)

For qRT-PCR, ZFL cells were seeded in six-well plates at 1.2 × 106/well. Each treat-
ment was replicated three times. After treatment, the cells were washed twice with PBS,
and 1 mL TRIzol reagent (Life Technologies Inc., Thermo Fisher Scientific, Waltham, MA,
USA) was added to extract total RNA, according to the manufacturer’s instructions. RNA
integrity was assessed using agarose gel electrophoresis and an Implen NanoPhotometer
(Implen Inc., Westlake Village, CA, USA). After removing DNA from the total RNA, cDNA
was synthesized using the PrimeScript® RT Reagent Kit (TaKaRa, Otsu, Japan). qRT-PCR
assays were performed in triplicate using the LightCycler® 96 real-time PCR machine
(Roche, Basel, Switzerland) in a 20 µL reaction system containing 2.0 µL primers (2.5 µM),
2.0 µL diluted first-strand cDNA, 10 µL 2× Power SYBR™ Green PCR Master Mix (Thermo
Fisher Scientific), and 6.0 µL sterilized double-distilled water. The cycling conditions were
as follows: 95 ◦C for 5 min, followed by 40 cycles of 95 ◦C for 15 s, and finally, 60 ◦C for
1 min. After PCR, melting curves were analyzed over a range of 72–95 ◦C (at 1 ◦C/20 s
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steps) to confirm product singularity. Relative gene expression levels were determined
using the comparative CT method (2−∆∆Ct), as described previously [35,36].

2.10. Mitochondrial DNA (mtDNA) Content Assay

For the mtDNA assay, ZFL cells were seeded in six-well plates at 1.2 × 106/well.
Each treatment was replicated four times. To measure mtDNA, total DNA was extracted
using a DNA extraction kit (QIA GEN, Beijing, China), following the manufacturer’s
instructions. In the present study, the copy number of mitochondrial cytochrome b (mt-cyb)
was considered the copy number of mtDNA. β-actin was used as the internal reference.
qRT-PCR was performed as described previously (Section 2.9).

2.11. Statistical Analysis

All data are expressed as the mean± standard deviation. One-way analysis of variance
followed by Bonferroni’s post hoc test was used to compare the differences between
experimental treatments. Differences between the non-starved and starved cells were
determined using an independent sample t-test. All analyses were performed using PASW
Statistics 18 software (SPSS, Chicago, IL, USA).

3. Results
3.1. Serum Starvation Induces Autophagy, Lipid Depletion, and Mitochondrial Energy Production
in ZFL Cells

The number of LDs (green fluorescent spots) in serum starvation-treated ZFL cells
was clearly decreased compared with that in control cells (p < 0.05; Figure 1a,b). Moreover,
the expression of the autophagy marker protein LC3A/B (red fluorescent spots) increased
after starvation treatment (p < 0.05; Figure 1a,c). Meanwhile, the transcript expression of
the autophagy marker genes atg12, ef1α, lamp2, and lc3b was increased in serum-starved
cells, with the expression of ef1α and lc3b being significantly different from that of the
control (p < 0.05; Figure 1d). Likewise, expression of the lipid catabolic genes pparα, hsl, and
cpt-1 was increased in starved cells, with cpt-1 expression showing a significant difference
compared to the control (p < 0.05; Figure 1d). Furthermore, serum starvation increased
mitochondrial copy number (p = 0.13; Figure 1e) and significantly increased ATP production
(p < 0.05; Figure 1f). Several genes related to the mitochondrial respiratory chain, such as
mt-nd1, mt-co1, and mt-apt, were significantly upregulated in response to starvation (p < 0.05;
Figure 1g). These results demonstrate that serum starvation induces lipid degradation and
autophagy, and reduces LD accumulation in ZFL cells. Furthermore, we administered RNA
interference of ATG7, a key gene in autophagy, with an interference efficiency of 74.12%
(Figure S1a), and an autophagy inhibitor, CQ, which has been demonstrated to effectively
inhibit autophagy of ZFL [16], to block autophagic flux. Results showed that autophagy
inhibition through ATG7 interference or CQ administration rescued lipid degradation
induced by starvation to a certain extent (p < 0.05; Figure 1h,i), suggesting that autophagy
contributes to serum starvation-induced LD degradation in ZFL cells.
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Figure 1. Effects of serum starvation on lipid droplet (LD) accumulation, autophagy, and mitochon-
drial energy production in zebrafish liver cells. Cells were incubated with either normal medium
or serum-free medium for 24 h (a–g). (a) LDs were stained with BODIPY (green); nuclei were
stained with DAPI (blue); and LC3A/B was stained with a specific immunofluorescent antibody (red).
(b) LDs in 18 cells (6 cells in each image) were quantified using ImageJ. (c) Relative fluorescence
puncta of LC3A/B per cell were quantified using ImageJ (n = 3). (d) Relative transcript expression
of autophagy- and lipid catabolism-related genes (n = 3). (e) Mitochondrial copy number (n = 4).
(f) ATP level (n = 6). (g) Relative transcript expression of β-oxidation- and mitochondrial respiratory
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chain-related genes (n = 3). (h,i) Cells were pre-treated with siRNA against negative control (NC),
ATG7, or CQ and then serum-starved for 24 h. LDs were stained with BODIPY, and the TG content
was measured (n = 4). atg12, autophagy-related 12; ef1α, elongation factor 1 α; lamp2, lysosomal-
associated membrane protein 2; lc3b, microtubule-associated protein 1 light chain 3b; atgl, adipose
tissue lipase; hsl, hormone-sensitive lipase; cpt-1, carnitine palmitoyltransferase 1; acadm, acyl-CoA
dehydrogenase medium chain; acadvl, acyl-CoA dehydrogenase very long chain; acads, acyl-CoA
dehydrogenase short chain; hadh, hydroxyacyl-CoA dehydrogenase trifunctional multienzyme
complex; mt-nd1, NADH dehydrogenase 1, mitochondrial; sdha: succinate dehydrogenase complex,
subunit A; cyc1: cytochrome c-1; mt-co1: mitochondrial cytochrome c oxidase; mt-atp: mitochondrial
ATP synthase. Statistical significance is denoted with asterisks as follows: * p < 0.05; ** p < 0.01;
*** p < 0.001.

3.2. Serum Starvation Induces COX Activity in ZFL Cells

In the COX pathway, PTGS converts ARA to PGH2, which is then converted to PGD2,
PGE2, PGF2α, and PGI2 by the action of enzymes PTGDS, PTGES, PTGFS, and PGTGIS.
Spontaneous PGD2 dehydration resulted in PGJ2 formation (Figure 2a). In the present
study, serum starvation significantly increased the transcript levels of ptgs1 (p < 0.05,
Figure 2b), but not of ptgs2a and ptgs2b (p > 0.05). Moreover, ptges, ptgfs, and ptgds expres-
sion was increased in cells treated with serum-free medium, with ptges and ptgfs expression
being significantly different compared to the control (p < 0.05). However, ptgis transcript
expression was downregulated in the starved cells (p < 0.05). Accordingly, ARA-derived
COX metabolites in the cells and medium were measured (Figure 2c). The PGF2α concen-
tration was significantly increased in serum-starved cells (p < 0.05), whereas no obvious
differences were noted in the concentrations of other PGs, including 15-dPGJ2, PGE2, and
PGI2 (p > 0.05). Interestingly, although the concentrations of these four metabolites were not
significantly different in the medium, 15-dPGJ2, PGE2, and PGI2 concentrations markedly
increased in numerical value (p > 0.05). To investigate whether PGF2α is derived from LD
degradation induced by serum starvation, we knocked down ATG7 and ATGL using RNA
interference. The expression of ATG7 and ATGL (a key gene for lipolysis) was significantly
decreased (Figure S1a), and starvation-induced LD depletion was blocked by interfering
with these two genes (Figure S1b,c). In addition, starvation-induced release of free fatty
acids and glycerol was abrogated by disturbing autophagy and lipolysis (Figure S1d,e),
suggesting that autophagy and lipolysis were successfully impaired. Interestingly, abolish-
ing autophagy and lipolysis through ATG7 and ATGL interference neither eliminated ptgs1
and ptgfs upregulation nor elevated PGF2α concentration induced by serum starvation
(Figure 2d,e). These results demonstrate that serum deprivation triggers the COX pathway
in ZFL cells in a non-LD degradation manner.



Cells 2022, 11, 1870 8 of 18

Figure 2 

Figure 2. Effects of serum starvation on cyclooxygenase (COX) metabolism in zebrafish liver cells.
(a) Schematic diagram of the COX pathway in arachidonic acid (ARA) metabolism. (b,c) Cells were
incubated with either normal medium or serum-free medium for 24 h, and the relative transcript
expression of COX metabolism-related genes (n = 3) and the concentration of ARA-derived COX
metabolites in the cells and medium were measured (n = 5). (d,e) Cells were pre-treated with NC,
ATG7, and ATGL siRNA and then serum-starved for 24 h, and the relative mRNA expression of COX
metabolism-related genes (n = 3) and the concentration of PGF2α in cells (n = 6) were measured. Ptgs,
prostaglandin-endoperoxide synthase; pgtes, prostaglandin E synthase; ptgds, prostaglandin D2
synthase; ptgis, prostaglandin I2 synthase; ptgfs, prostaglandin F synthase. Statistical significance is
denoted with asterisks as follows: * p < 0.05; ** p < 0.01; *** p < 0.001; ns, not significant difference.
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3.3. COX Pathway Is Implicated in Serum Starvation-Induced Autophagy and LD Degradation in
ZFL Cells

Figure 3 presents the autophagy and lipid catabolism in ZFL cells in response to
COX pathway inhibition before serum starvation. First, serum deprivation eliminated
LDs in ZFL cells, whereas the administration of the COX inhibitor ibuprofen recovered
lipid accumulation (p < 0.05; Figure 3a,b). From the perspective of autophagy, serum
starvation increased the puncta of lysosomes in the cells, whereas the number of lysosomes
decreased following ibuprofen treatment (p < 0.05; Figure 3a,c). Moreover, ibuprofen
administration significantly attenuated the colocalization of LDs and lysosomes induced
by serum starvation (p < 0.05; Figure 3a,d). Serum starvation significantly increased the
expression of autophagy- and lipolysis-related genes, including atg12, ef1α, lamp2, lc3b,
atgl, hsl, and cpt-1, whereas all of these genes were attenuated by ibuprofen treatment
(Figure 3e, p < 0.05). Second, knockdown of PTGFS by RNA interference decreased the
expression of PTGFS by 45.89% and reduced the production of PGF2α (Figure S2a,b),
which abolished lysosome accumulation and decreased LD colocalization with lysosomes
induced by starvation (Figure 3f,g, p < 0.05). Furthermore, PTGFS knockdown significantly
attenuated the starvation-induced expression of the autophagy-related genes atg12, ef1α,
lamp2, and lc3b (Figure 3h, p < 0.05). Overall, these results indicate that COX and PTGFS
inhibition can restore serum starvation-induced lipid degradation and autophagy.

3.4. PGF2α Promotes Autophagy in ZFL Cells

To determine whether PGF2α is involved in the regulation of autophagy, LD-containing
ZFL cells were treated with either PGF2α or PGE2. Compared with the control, PGF2α
decreased LD accumulation and TG content but increased lysosome content, LD colocal-
ization with lysosomes, and LC3A/B expression in ZFL cells (p < 0.05, Figure 4a–e). In
addition, PGF2α significantly increased the transcript expression of autophagy-related
genes ef1α, lamp2, lc3b, and atg12 (p < 0.05, Figure 4f). Meanwhile, PGE2 showed a weaker
ability to induce autophagy than PGF2α (Figure 4a–e). Finally, inhibition of autophagy by
CQ administration rescued the depletion of LDs induced by PGF2α (Figure 4g). Overall,
these results suggest that PGF2α promotes autophagy in ZFL cells, which may be a key
step in LD suppression.

3.5. PGF2α Promotes Mitochondrial Energy Production in ZFL Cells

As shown in Figure 5, following PGF2α treatment, the mitochondrial content in the
cells increased (Figure 5a,b). Furthermore, the copy number of mtDNA was significantly
higher in PGF2α-treated cells than in control cells (p < 0.05; Figure 5c). PGF2α significantly
promoted the transcript expression of lipid catabolism-related genes, including pparα, hsl,
and cpt-1 (p < 0.05, Figure 5d). Interestingly, PGF2α treatment significantly increased
the transcript expression of mitochondrial β-oxidation-related trifunctional multienzymes
hadhab and hadhb, and mitochondrial respiratory chain-related genes sdha and cyc1 (p < 0.05,
Figure 5e). Finally, PGF2α treatment significantly increased ATP production in ZFL cells
(p < 0.05; Figure 5f). However, PGE2 treatment did not significantly affect mitochondrial
content, LD degradation, or ATP production in ZFL cells (p > 0.05, Figure 5a–f). Collectively,
these results indicate that PGF2α promotes mitochondrial energy production in ZFL cells.
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Figure 3. Effects of cyclooxygenase (COX) pathway inhibition on serum starvation-induced au-
tophagy and lipid droplet (LD) degradation in zebrafish liver cells. (a–e) Cells were administered the
COX inhibitor ibuprofen (10 µM) and then serum-deprived for 24 h. (f–h) Cells were pre-interfered
with Si-NC or Si-PTGFS then treated with serum deprivation for 6 h. LDs were stained with BODIPY
(green), nuclei were stained with DAPI (blue), and lysosomes were stained with LysoTracker (red).
LD and lysosome puncta per cell as well as Mander’s overlap coefficient were measured using Image
J (n = 3). Relative expression of autophagy-related genes was tested using qRT-PCR (n = 3). atg12,
autophagy-related 12; ef1α, elongation factor 1α; lamp2, lysosomal-associated membrane protein 2;
lc3b, microtubule-associated protein 1 light chain 3b; atgl adipose tissue lipase; hsl, hormone-sensitive
lipase; cpt-1, carnitine palmitoyltransferase 1. Statistical significance is denoted with asterisks as
follows: * p < 0.05; ** p < 0.01; *** p < 0.001.
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Figure 4. Effects of PGF2α and PGE2 on autophagy and lipid accumulation in zebrafish liver cells.
Cells were incubated with or without PGF2α (10 µM) and PGE2 (10 µM) for 24 h. (a) Lipid droplets
(LDs) were stained with BODIPY (green), nuclei were stained with DAPI (blue), lysosomes were
stained with LysoTracker (red), and LC3A/B was stained with a specific immunofluorescent antibody
(red). (b–e) Triglyceride (TG) content (n = 4), relative fluorescence of lysosome puncta (n = 3) and
LC3A/B (n = 3), and Mander’s overlap coefficient of lysosome/BODIPY (n = 3) in each image were
quantified using ImageJ software (n = 4). (f) Relative transcript expression of autophagy-related
genes (n = 3). (g) Cells were pre-incubated with autophagy inhibitor CQ, then treated with PGF2α
for 24 h; the LDs and nuclei were stained with BODIPY and DAPI, respectively. ATG12, autophagy-
related 12; EF1α, elongation factor 1 α; LAMP2, lysosomal-associated membrane protein 2; LC3b,
microtubule-associated protein 1 light chain 3b. Statistical significance is denoted with asterisks as
follows: * p < 0.05; ** p < 0.01.
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Figure 5. Effects of PGF2α and PGE2 on mitochondrial function in zebrafish liver cells. Cells were
incubated with or without PGF2α (10 µM) and PGE2 (10 µM) for 24 h. (a) Lipid droplets were stained
with BODIPY (green), nuclei were stained with DAPI (blue), and mitochondria were stained with
MitoTracker (red). (b) Average MitoTracker fluorescence per cell (n = 3). (c) Mitochondrial copy
number (n = 4). (d) Relative transcript expression of lipid catabolism-related genes (n = 3). (e) Relative
transcript expression of β-oxidation- and mitochondrial respiratory chain-related genes (n = 3).
(f) ATP levels (n = 6). Statistical significance is denoted with asterisks as follows: * p < 0.05; ** p < 0.01;
*** p < 0.001.

4. Discussion

Autophagy/lipophagy and lipolysis are biological processes conserved throughout the
course of evolution from yeast to humans [37]. However, the complex regulatory network
of autophagy/lipophagy is far from being well-described, particularly in fish [38,39]. In
addition, the involvement of cell-metabolized molecules, particularly the molecular forms
of fatty acid derivatives, in this process has rarely been studied. In the present study,
we demonstrated that the levels of an ARA-derived eicosanoid from the COX pathway,
PGF2α, increased in ZFL cells, along with an increase in lipid catabolism, autophagy, and
lipolysis. Furthermore, inhibition of the COX pathway and PGF2α synthase rescued this
starvation-induced LD degradation, and autophagy and mitochondrial oxidative function
were augmented in fish hepatocytes incubated with PGF2α, but not PGE2. To the best of



Cells 2022, 11, 1870 13 of 18

our knowledge, the present study provides the first evidence that ARA-derived eicosanoids
may be regulated during cell autophagy, and that PGF2αmay be a key molecule involved
in lipid catabolism and fatty acid oxidation in fish hepatocytes.

LDs are dynamically regulated cellular fat particles that are mainly involved in energy
storage. As such, sufficient energy availability in the environment results in the formation
of LDs, whereas energy utilization by organisms leads to the breakdown of LDs through
lipolysis or/and autophagy/lipophagy [40]. Liberated fatty acids are transported to the
mitochondria forβ-oxidation, the tricarboxylic acid cycle, and the mitochondrial respiratory
chain, which finally produce ATP [40,41]. Our finding that serum starvation reduced LD
levels is consistent with previous reports in mouse hepatocytes and ZFL cells [14,16,41],
and this reduction is attributed to increased lipid catabolism and ATP production. Indeed,
in the present study, the expression of autophagic and lipolytic marker genes or proteins,
the level of ATP, and the expression of mitochondrial genes were increased (Figure 1),
demonstrating that serum deprivation is a universal measure for studying the mechanism
of LD degradation. Furthermore, the observed LD depletion was abolished through
autophagy interference, indicating that autophagy is indeed involved in lipid catabolism
in response to starvation, consistent with previous reports [16,41]. Overall, our model for
studying the mechanism of LD degradation is accurate and can be used in future studies.

Starvation may trigger the activity of cPLA2, which is the key enzyme that hydrolyzes
ARA from phospholipids in the cell membrane [42,43]. Moreover, serum starvation in-
creases the expression of COX and promotes the production of related metabolites in
mammals [44–46]. In the present study, the expression of ptgs1, but not ptgs2a or ptgs2b,
increased in serum-deprived cells, suggesting an increased capacity for the conversion of
COX-mediated derivatives. Interestingly, pgts1 is generally acknowledged as a constitu-
tively expressed gene, whereas pgts2 is an inducible gene in mammals [47]. In the present
study, serum starvation upregulated pgts1 but not ptgs2, suggesting contradictory roles for
these two paralogs in fish. There are four major ARA-derived PGs: PGJ2, PGE2, PGF2α,
and PGI2 [24]. Among the four key enzymes involved in PG synthesis, ptgfs (the enzyme
synthesizing PGF2α) was the most highly expressed. Accordingly, PGF2α levels were
significantly higher in the cells than in the medium, implying that PGF2α was triggered in
response to serum starvation. Interestingly, the levels of other PGs, such as PGE2, PGI2,
and 15d-PGJ2, were not increased in the cells, although their levels were increased in the
medium. These results indicate the presence of another regulatory mechanism in which PGs
other than PGF2α are secreted to the outside cells owing to their paracrine properties [23];
however, the precise mechanism remains to be further addressed. Notably, LD degrada-
tion did not appear to be the source of ARA-derived PGF2α production, as suggested
by the gene interference experiment. Whether PGF2α originates from the cell membrane,
whether its release is the cause, and whether it acts as an intermediate metabolite of lipid
degradation remains unknown.

Dietary ARA reduces liver fat in mammals [48,49]. Furthermore, exogenous ARA
supplementation reduces lipid accumulation in fish such as grass carp [50], Synechogo-
bius hasta [51], and gilthead seabream fingerlings [52]. Increased lipid degradation and
decreased lipid synthesis are the major mechanisms underlying the suppression of lipid
accumulation in fish, and occur in COX-dependent and COX-independent manners, respec-
tively [25–27]. In the present study, treatment with the COX inhibitor ibuprofen abolished
the expression of lysosome accumulation-, autophagy-, and lipolysis-related genes induced
by nutrition deprivation (Figure 3), and decreased the colocalization of LDs and lysosomes,
suggesting that the COX pathway acts upstream of autophagy and may be involved in
LD degradation in zebrafish hepatocytes. Interestingly, the knockdown of PTGFS, one of
the downstream genes of the COX pathway responsible for PGF2α synthesis [24], atten-
uated contact between lysosomes and LDs in response to starvation, suggesting that this
pathway is important relative to autophagy and lipophagy. Collectively, the activation of
the COX–PTGFS pathway may be a steady physiological mechanism in fish in response to
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nutritional changes in the extracellular environment. However, whether differences in COX
paralogs or PG synthases regulate these physiological changes in fish remains unknown.

Previous studies in mice have shown that PGI2 is a potent lipolysis promoter, whereas
PGE2 and 15-d-PGJ2 primarily serve anti-lipolytic functions; however, the functions of
PGF2α in lipolysis have not been reported [28,29,53]. Some studies have shown that PGE2
and PGF2α remarkably increase macroautophagy (the primary type of autophagy) in mam-
mals [33,54]. However, there is a paucity of research on fish. Interestingly, the present study
did not find obvious differences in the contents of major reported functional PGs, such as
PGI2, PGE2, and 15-d-PGJ2, although the content of PGF2α in cells increased in response
to serum starvation. We further compared autophagy-related features after the addition
of exogenous PGF2α and PGE2 to ZFL cells, and observed that PGF2α, but not PGE2,
remarkably increased the characteristics of autophagy in these cells (Figure 4), further
leading to lipid depletion. Therefore, PGF2α may be a key COX-mediated metabolite
involved in starvation-induced lipid degradation in ZFL cells. PGF2α primarily binds to
the cell membrane receptor FP. Conversely, some studies have shown that PGs also bind
to nuclear receptors, such as members of the PPAR family [55]. Thus, whether exogenous
PGF2α promotes autophagy by binding to the membrane or nuclear receptor remains
unknown, and the mechanism of PGF2α transport remains unclear. In the present study,
PGE2 showed a weaker ability to induce autophagy than the control. A study on mam-
mals showed that PGE2 inhibited lipolysis at concentrations below 10 mM but promoted
lipolysis at higher concentrations [56]. Thus, PGE2 concentration in the autophagy of fish
hepatocytes remains to be determined, although it possesses a weaker ability to promote
autophagy than PGF2α does.

Fatty acids released from LDs via lipolysis or autophagy/lipophagy are transported to
the mitochondria for β-oxidation and energy production [57]. Previous studies in freshwa-
ter fish grass carp have shown that dietary ARA increases the expression of genes related
to mitochondrial function, and that COX pathway-mediated PGs are involved in this
process [26,58]. PGs affect multiple mitochondrial functions in mammals. Specifically, 15d-
PGJ2 promotes Ca2+-induced mitochondrial swelling and cytochrome c release [59]. PGE2
is involved in the dissipation of mitochondrial membrane potential (∆ψm) in interleukin-4-
activated macrophages [60]. Interestingly, PGI2 showed a protective effect on mitochondrial
function, such as oxidative phosphorylation, in preserved rat livers [61]. Nevertheless, no
study has demonstrated the role of PGF2α in mitochondrial performance. In the present
study, we demonstrated that PGF2α, rather than PGE2, promotes mitochondrial develop-
ment in fish cells. PGF2α increased the number of mitochondria (mitochondrial staining
and mtDNA copy number), enhanced the expression of genes related to β-oxidation and
the mitochondrial respiratory chain, and promoted ATP production. These changes are
consistent with the degradation of LDs, which may consume fatty acids released from
autophagy and lipolysis. However, the underlying mechanism remains unclear. PGF2α
likely acts synergistically with cAMP to increase glucose transport, possibly through a
PKC-dependent mechanism, in 3T3-L1 adipocytes, indirectly promoting energy utilization
of this molecule [62].

The present study had some limitations. First, the interaction of LDs and autophago-
somes/lysosomes, as well as autophagy flux, were not comprehensively explored; thus,
the role of PGF2α in lipophagy warrants further discussion. Second, chaperone-mediated
autophagy (CMA) also plays an essential role in lipid metabolism in fish [63], and we
found that the expression of LAMP2 (a CAM marker gene) was upregulated in response
to starvation and PGF2α treatment. Thus, the role of CMA in lipid degradation must be
further evaluated.

5. Conclusions

The present study provides novel insights into the dynamics of ARA-derived COX
metabolites in response to nutritional deprivation in fish hepatocytes. We demonstrated
that PGF2α expression was increased and was accompanied by autophagy and lipolysis.
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Exogenous treatment with PGF2α, but not PGE2, accelerated lipid degradation through
enhanced autophagy and lipolysis and improved mitochondrial β-oxidation and energy
production (Figure 6). Further studies are warranted to explore the mechanism of action of
PGF2α in LD degradation and its role in autophagic flux.
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Figure 6. Schematic overview of the proposed role of cyclooxygenase-mediated lipid droplet degra-
dation in response to nutrition deprivation in zebrafish hepatocytes. Serum starvation triggers
the release of arachidonic acid and augments the production of PGF2α, which is a key molecule
promoting lipid mobilization via autophagy/lipophagy and lipolysis as well as mitochondrial
energy production.

Supplementary Materials: The following supporting information can be downloaded at: https://
www.mdpi.com/article/10.3390/cells11121870/s1, Figure S1: Effects of knockdown of ATG7 and
adipose tissue lipase (ATGL) on the lipid droplet accumulation and lipolysis in zebrafish liver cells
under starvation treatment; Figure S2: Effects of knockdown of prostaglandin F synthase (PTGFS) on
the PGF2α production in ZFL cells under starvation treatment, Table S1: Primers used in real-time
quantitative PCR.

Author Contributions: Conceptualization, J.T., J.X. and G.W.; methodology, J.T. and E.Y.; investiga-
tion and data analysis, J.T., Y.D. and C.L.; writing—original draft preparation, J.T.; writing—review
and editing, J.T., Y.D., E.Y., C.L., Y.X., P.J., H.L., K.Z., Z.L., W.G., J.X. and G.W.; supervision and project
administration, E.Y.; funding acquisition, J.T., C.L., P.J. and J.X. All authors have read and agreed to
the published version of the manuscript.

Funding: This research was funded by the Natural Science Foundation of Guangdong Province
(No. 2019A1515010465), the National Natural Science Foundation of China (No. 31802312; No.

https://www.mdpi.com/article/10.3390/cells11121870/s1
https://www.mdpi.com/article/10.3390/cells11121870/s1


Cells 2022, 11, 1870 16 of 18

42006099 No. 31902357), Central Public-Interest Scientific Institution Basal Research Fund, CAFS (No.
2020TD58), and the Modern Agroindustry Technology Research System (No. CARS-45-21).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: All the data presented in this study are included in this article.

Acknowledgments: Not applicable.

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

References
1. Samuel, V.T.; Shulman, G.I. Nonalcoholic Fatty Liver Disease as a Nexus of Metabolic and Hepatic Diseases. Cell Metab. 2018,

27, 22–41. [CrossRef]
2. Du, Z.Y.; Clouet, P.; Zheng, W.H.; Degrace, P.; Tian, L.X.; Liu, Y.J. Biochemical hepatic alterations and body lipid composition in

the herbivorous grass carp (Ctenopharyngodon idella) fed high-fat diets. Brit. J. Nutr. 2006, 95, 905–915. [CrossRef]
3. Tian, J.J.; Lu, R.H.; Ji, H.; Sun, J.; Li, C.; Liu, P.; Lei, C.X.; Chen, L.Q.; Du, Z.Y. Comparative analysis of the hepatopancreas

transcriptome of grass carp (Ctenopharyngodon idellus) fed with lard oil and fish oil diets. Gene 2015, 565, 192–200. [CrossRef]
4. Qian, Y.C.; Wang, X.; Ren, J.; Wang, J.; Limbu, S.M.; Li, R.X.; Zhou, W.H.; Qiao, F.; Zhang, M.L.; Du, Z.Y. Different effects of two

dietary levels of tea polyphenols on the lipid deposition, immunity and antioxidant capacity of juvenile GIFT tilapia (Oreochromis
niloticus) fed a high-fat diet. Aquaculture 2021, 542, 736896. [CrossRef]

5. Chen, Y.; Sun, Z.; Liang, Z.; Xie, Y.; Tan, X.; Su, J.; Luo, Q.; Zhu, J.; Liu, Q.; Wang, A. Addition of l-carnitine to formulated
feed improved growth performance, antioxidant status and lipid metabolism of juvenile largemouth bass, Micropterus salmoides.
Aquaculture 2020, 518, 734434. [CrossRef]

6. Tian, J.J.; Jin, Y.Q.; Yu, E.M.; Sun, J.H.; Xia, Y.; Zhang, K.; Li, Z.F.; Gong, W.B.; Wang, G.J.; Xie, J. Farnesoid X receptor is an effective
target for modulating lipid accumulation in grass carp, Ctenopharyngodon idella. Aquaculture 2021, 534, 736248. [CrossRef]

7. Ma, C.; Zhang, Q.; Greten, T.F. Nonalcoholic fatty liver disease promotes hepatocellular carcinoma through direct and indirect
effects on hepatocytes. FEBS J. 2018, 285, 752–762. [CrossRef]

8. Schulze, R.J.; Sathyanarayan, A.; Mashek, D.G. Breaking fat: The regulation and mechanisms of lipophagy. BBA Mol. Cell Biol.
Lipids 2017, 1862, 1178–1187. [CrossRef]

9. Han, S.L.; Qian, Y.C.; Limbu, S.M.; Wang, J.; Chen, L.Q.; Zhang, M.L.; Du, Z.Y. Lipolysis and lipophagy play individual and
interactive roles in regulating triacylglycerol and cholesterol homeostasis and mitochondrial form in zebrafish. BBA Mol. Cell Biol.
Lipids 2021, 1866, 158988. [CrossRef]

10. Zimmermann, R.; Strauss, J.G.; Haemmerle, G.; Schoiswohl, G.; Birner-Gruenberger, R.; Riederer, M.; Lass, A.; Neuberger, G.;
Eisenhaber, F.; Hermetter, A.; et al. Fat Mobilization in Adipose Tissue Is Promoted by Adipose Triglyceride Lipase. Science 2004,
306, 1383. [CrossRef]

11. Sun, J.; Ji, H.; Li, X.X.; Shi, X.C.; Du, Z.Y.; Chen, L.Q. Lipolytic enzymes involving lipolysis in Teleost: Synteny, structure, tis-sue
distribution, and expression in grass carp (Ctenopharyngodon idella). Comp. Biochem. Phys. B 2016, 198, 110–118. [CrossRef]
[PubMed]

12. Sun, J.; Xiao, P.Z.; Chang, Z.G.; Ji, H.; Du, Z.Y.; Chen, L.Q. Forkhead box O1 in grass carp Ctenopharyngodon idella: Molecular
characterization, gene structure, tissue distribution and mRNA expression in insulin-inhibited adipocyte lipolysis. Comp. Biochem.
Phys. A 2017, 204, 76–84. [CrossRef]

13. Sun, J.; Yang, Z.; Shi, X.C.; Ji, H.; Du, Z.Y.; Chen, L.Q. G0S2a1 (G0/G1 switch gene 2a1) is downregulated by TNF-α in grass carp
(Ctenopharyngodon idellus) hepatocytes through PPARα inhibition. Gene 2018, 641, 1–7. [CrossRef]

14. Singh, R.; Cuervo, A.M. Autophagy in the Cellular Energetic Balance. Cell Metab. 2011, 13, 495–504. [CrossRef]
15. Singh, R.; Kaushik, S.; Wang, Y.; Xiang, Y.; Novak, I.; Komatsu, M.; Tanaka, K.; Cuervo, A.M.; Czaja, M.J. Autophagy regulates

lipid metabolism. Nature 2009, 458, 1131–1135. [CrossRef] [PubMed]
16. Wang, J.; Han, S.L.; Li, L.Y.; Lu, D.L.; Limbu, S.M.; Li, D.L.; Zhang, M.L.; Du, Z.Y. Lipophagy is essential for lipid me-tabolism in

fish. Sci. Bull. 2018, 63, 879–882. [CrossRef]
17. Sathyanarayan, A.; Mashek, M.T.; Mashek, D.G. ATGL Promotes Autophagy/Lipophagy via SIRT1 to Control Hepatic Lipid

Droplet Catabolism. Cell Rep. 2017, 19, 1–9. [CrossRef]
18. Bartlett, K.; Eaton, S. Mitochondrial β-oxidation. Eur. J. Biochem. 2004, 271, 462–469. [CrossRef]
19. Akram, M. Citric Acid Cycle and Role of its Intermediates in Metabolism. Cell Biochem. Biophys. 2014, 68, 475–478. [CrossRef]

[PubMed]
20. Tian, J.J.; Fu, B.; Yu, E.M.; Li, Y.P.; Xia, Y.; Li, Z.F.; Zhang, K.; Gong, W.B.; Yu, D.G.; Wang, G.J.; et al. Feeding Faba Beans

(Vicia faba L.) Reduces Myocyte Metabolic Activity in Grass Carp (Ctenopharyngodon idellus). Front. Physiol. 2020, 11, 391.
[CrossRef]

21. Martin, S.A.; Brash, A.R.; Murphy, R.C. The discovery and early structural studies of arachidonic acid. J. Lipid Res. 2016, 57,
1126–1132. [CrossRef] [PubMed]

http://doi.org/10.1016/j.cmet.2017.08.002
http://doi.org/10.1079/BJN20061733
http://doi.org/10.1016/j.gene.2015.04.010
http://doi.org/10.1016/j.aquaculture.2021.736896
http://doi.org/10.1016/j.aquaculture.2019.734434
http://doi.org/10.1016/j.aquaculture.2020.736248
http://doi.org/10.1111/febs.14209
http://doi.org/10.1016/j.bbalip.2017.06.008
http://doi.org/10.1016/j.bbalip.2021.158988
http://doi.org/10.1126/science.1100747
http://doi.org/10.1016/j.cbpb.2016.04.008
http://www.ncbi.nlm.nih.gov/pubmed/27131420
http://doi.org/10.1016/j.cbpa.2016.11.011
http://doi.org/10.1016/j.gene.2017.10.040
http://doi.org/10.1016/j.cmet.2011.04.004
http://doi.org/10.1038/nature07976
http://www.ncbi.nlm.nih.gov/pubmed/19339967
http://doi.org/10.1016/j.scib.2018.05.026
http://doi.org/10.1016/j.celrep.2017.03.026
http://doi.org/10.1046/j.1432-1033.2003.03947.x
http://doi.org/10.1007/s12013-013-9750-1
http://www.ncbi.nlm.nih.gov/pubmed/24068518
http://doi.org/10.3389/fphys.2020.00391
http://doi.org/10.1194/jlr.R068072
http://www.ncbi.nlm.nih.gov/pubmed/27142391


Cells 2022, 11, 1870 17 of 18

22. Harizi, H.; Corcuff, J.-B.; Gualde, N. Arachidonic-acid-derived eicosanoids: Roles in biology and immunopathology. Trends Mol.
Med. 2008, 14, 461–469. [CrossRef]

23. Funk, C.D. Prostaglandins and Leukotrienes: Advances in Eicosanoid Biology. Science 2001, 294, 1871. [CrossRef]
24. Yin, H.; Zhou, Y.; Zhu, M.; Hou, S.; Li, Z.; Zhong, H.; Lu, J.; Meng, T.; Wang, J.; Xia, L.; et al. Role of mitochondria in programmed

cell death mediated by arachidonic acid-derived eicosanoids. Mitochondrion 2013, 13, 209–224. [CrossRef]
25. Tian, J.J.; Lei, C.X.; Ji, H.; Chen, L.Q.; Du, Z.Y. Dietary Arachidonic Acid Has a Time-Dependent Differential Impact on Adipo-

genesis Modulated via COX and LOX Pathways in Grass Carp Ctenopharyngodon idellus. Lipids 2016, 51, 1325–1338. [CrossRef]
26. Tian, J.J.; Lei, C.X.; Ji, H.; Jin, A. Role of cyclooxygenase-mediated metabolites in lipid metabolism and expression of some

immune-related genes in juvenile grass carp (Ctenopharyngodon idellus) fed arachidonic acid. Fish Physiol. Biochem. 2017, 43,
703–717. [CrossRef]

27. Tian, J.J.; Lei, C.X.; Ji, H.; Kaneko, G.; Zhou, J.S.; Yu, H.B.; Li, Y.; Yu, E.M.; Xie, J. Comparative analysis of effects of dietary
ar-achidonic acid and EPA on growth, tissue fatty acid composition, antioxidant response and lipid metabolism in juvenile grass
carp, Ctenopharyngodon idellus. Brit. J. Nutr. 2017, 118, 411–422. [CrossRef] [PubMed]

28. Chatzipanteli, K.; Rudolph, S.; Axelrod, L. Coordinate Control of Lipolysis by Prostaglandin E2 and Prostacyclin in Rat Adipose
Tissue. Diabetes 1992, 41, 927. [CrossRef]

29. Forman, B.M.; Tontonoz, P.; Chen, J.; Brun, R.P.; Spiegelman, B.M.; Evans, R.M. 15-Deoxy-∆12,14-Prostaglandin J2 is a ligand for
the adipocyte determination factor PPARγ. Cell 1995, 83, 803–812. [CrossRef]

30. Fain, J.N.; Leffler, C.W.; Bahouth, S.W.; Rice, A.M.; Rivkees, S.A. Regulation of leptin release and lipolysis by PGE2 in rat adipose
tissue. Prostaglandins Other Lipid Mediat. 2000, 62, 343–350. [CrossRef]

31. Henkel, J.; Frede, K.; Schanze, N.; Vogel, H.; Schürmann, A.; Spruss, A.; Bergheim, I.; Püschel, G.P. Stimulation of fat accumulation
in hepatocytes by PGE2-dependent repression of hepatic lipolysis, β-oxidation and VLDL-synthesis. Lab. Investig. 2012, 92,
1597–1606. [CrossRef]

32. Tian, J.J.; Zhang, J.M.; Yu, E.M.; Sun, J.H.; Xia, Y.; Zhang, K.; Li, Z.F.; Gong, W.B.; Wang, G.J.; Xie, J. Identification and analysis of
lipid droplet-related proteome in the adipose tissue of grass carp (Ctenopharyngodon idella) under fed and starved condi-tions.
Comp. Biochem. Phys. D 2020, 36, 100710. [CrossRef]

33. Choi, J.; Jo, M.; Lee, E.; Choi, D. ERK1/2 is involved in luteal cell autophagy regulation during corpus luteum regression via an
mTOR-independent pathway. Mol. Hum. Reprod. 2014, 20, 972–980. [CrossRef]

34. Wen, X.; Liu, L.; Li, S.; Lin, P.; Jin, Y. Prostaglandin F2α Induces Goat Corpus Luteum Regression via Endoplasmic Reticulum
Stress and Autophagy. Front. Physiol. 2020, 11, 868. [CrossRef]

35. Livak, K.J.; Schmittgen, T.D. Analysis of Relative Gene Expression Data Using Real-Time Quantitative PCR and the 2−∆∆CT

Method. Methods 2001, 25, 402–408. [CrossRef]
36. Pfaffl, M.W. A new mathematical model for relative quantification in real-time RT–PCR. Nucleic Acids Res. 2001, 29, e45. [CrossRef]

[PubMed]
37. Bento, C.F.; Renna, M.; Ghislat, G.; Puri, C.; Ashkenazi, A.; Vicinanza, M.; Menzies, F.M.; Rubinsztein, D.C. Mammalian

Autoph-agy: How Does It Work? Annu. Rev. Biochem. 2016, 85, 685–713. [CrossRef]
38. Yang, Z.; Klionsky, D.J. Mammalian autophagy: Core molecular machinery and signaling regulation. Curr. Opin. Cell Biol. 2010,

22, 124–131. [CrossRef] [PubMed]
39. Alers, S.; Löffler, A.F.; Wesselborg, S.; Stork, B. Role of AMPK-mTOR-Ulk1/2 in the regulation of autophagy: Cross talk, shortcuts,

and feedbacks. Mol. Cell Biol. 2012, 32, 2–11. [CrossRef]
40. Wang, C.W. Lipid droplets, lipophagy, and beyond. BBA Mol. Cell Biol. Lipids 2016, 1861, 793–805. [CrossRef] [PubMed]
41. Wang, J.; Han, S.L.; Lu, D.L.; Li, L.Y.; Limbu, S.M.; Li, D.L.; Zhang, M.L.; Du, Z.Y. Inhibited Lipophagy Suppresses Lipid

Me-tabolism in Zebrafish Liver Cells. Front. Physiol. 2019, 10, 1077. [CrossRef] [PubMed]
42. Pirianov, G.; Colston, K.W. Interaction of vitamin D analogs with signaling pathways leading to active cell death in breast cancer

cells. Steroids 2001, 66, 309–318. [CrossRef]
43. Clark, J.D.; Lin, L.L.; Kriz, R.W.; Ramesha, C.S.; Sultzman, L.A.; Lin, A.Y.; Milona, N.; Knopf, J.L. A novel arachidonic acid-selective

cytosolic PLA2 contains a Ca2+-dependent translocation domain with homology to PKC and GAP. Cell 1991, 65, 1043–1051.
[CrossRef]

44. Auguste, L.J.; Angus, L.; Stein, T.A.; Wise, L. Starvation and mucosal prostaglandin-E2 in gastric stress ulceration. Crit. Care Med.
1988, 16, 610–611. [CrossRef] [PubMed]

45. Fujimori, K.; Aritake, K.; Urade, Y. Enhancement of prostaglandin D2 production through cyclooxygenase-2 and lipocalin-type
prostaglandin D synthase by upstream stimulatory factor 1 in human brain-derived TE671 cells under serum starvation. Gene
2008, 426, 72–80. [CrossRef]

46. Gartung, A.; Zhao, J.; Chen, S.; Mottillo, E.; VanHecke, G.C.; Ahn, Y.-H.; Maddipati, K.R.; Sorokin, A.; Granneman, J.; Lee, M.-J.
Characterization of Eicosanoids Produced by Adipocyte Lipolysis: Implication of cyclooxygenase-2 in adipose inflamma-tion. J.
Biol. Chem. 2016, 291, 16001–16010. [CrossRef] [PubMed]

47. Takayuki, T.; Chika, F.; Akane, H.; Katsueki, O. Recent Advances in the Understanding of Teleost Medaka Ovulation: The Roles
of Proteases and Prostaglandins. Zool. Sci. 2013, 30, 239–247. [CrossRef]

48. Karpe, F.; Wejde, J.; Änggård, E. Dietary Arachidonic Acid Protects Mice against the Fatty Liver Induced by a High Fat Diet and
by Ethanol. Acta Pharmacol. Toxicol. 1984, 55, 95–99. [CrossRef] [PubMed]

http://doi.org/10.1016/j.molmed.2008.08.005
http://doi.org/10.1126/science.294.5548.1871
http://doi.org/10.1016/j.mito.2012.10.003
http://doi.org/10.1007/s11745-016-4205-2
http://doi.org/10.1007/s10695-016-0326-z
http://doi.org/10.1017/S000711451700215X
http://www.ncbi.nlm.nih.gov/pubmed/28980889
http://doi.org/10.2337/diab.41.8.927
http://doi.org/10.1016/0092-8674(95)90193-0
http://doi.org/10.1016/S0090-6980(00)00088-5
http://doi.org/10.1038/labinvest.2012.128
http://doi.org/10.1016/j.cbd.2020.100710
http://doi.org/10.1093/molehr/gau061
http://doi.org/10.3389/fphys.2020.00868
http://doi.org/10.1006/meth.2001.1262
http://doi.org/10.1093/nar/29.9.e45
http://www.ncbi.nlm.nih.gov/pubmed/11328886
http://doi.org/10.1146/annurev-biochem-060815-014556
http://doi.org/10.1016/j.ceb.2009.11.014
http://www.ncbi.nlm.nih.gov/pubmed/20034776
http://doi.org/10.1128/MCB.06159-11
http://doi.org/10.1016/j.bbalip.2015.12.010
http://www.ncbi.nlm.nih.gov/pubmed/26713677
http://doi.org/10.3389/fphys.2019.01077
http://www.ncbi.nlm.nih.gov/pubmed/31496957
http://doi.org/10.1016/S0039-128X(00)00201-4
http://doi.org/10.1016/0092-8674(91)90556-E
http://doi.org/10.1097/00003246-198806000-00009
http://www.ncbi.nlm.nih.gov/pubmed/3163537
http://doi.org/10.1016/j.gene.2008.08.023
http://doi.org/10.1074/jbc.M116.725937
http://www.ncbi.nlm.nih.gov/pubmed/27246851
http://doi.org/10.2108/zsj.30.239
http://doi.org/10.1111/j.1600-0773.1984.tb01968.x
http://www.ncbi.nlm.nih.gov/pubmed/6437143


Cells 2022, 11, 1870 18 of 18

49. Goheen, S.C.; Larkin, E.C.; Manix, M.; Rao, G.A. Dietary arachidonic acid reduces fatty liver, increases diet consumption and
weight gain in ethanol-fed rats. Lipids 1980, 15, 328–336. [CrossRef] [PubMed]

50. Tian, J.J.; Ji, H.; Oku, H.; Zhou, J.S. Effects of dietary arachidonic acid (ARA) on lipid metabolism and health status of juvenile
grass carp, Ctenopharyngodon idellus. Aquaculture 2014, 430, 57–65. [CrossRef]

51. Luo, Z.; Tan, X.Y.; Li, X.D.; Yin, G.J. Effect of dietary arachidonic acid levels on growth performance, hepatic fatty acid profile,
intermediary metabolism and antioxidant responses for juvenile Synechogobius hasta. Aquacult. Nutr. 2012, 18, 340–348. [CrossRef]

52. Fountoulaki, E.; Alexis, M.N.; Nengas, I.; Venou, B. Effects of dietary arachidonic acid (20:4n-6), on growth, body composition,
and tissue fatty acid profile of gilthead bream fingerlings (Sparus aurata L.). Aquaculture 2003, 225, 309–323. [CrossRef]

53. Wakai, E.; Aritake, K.; Urade, Y.; Fujimori, K. Prostaglandin D2 enhances lipid accumulation through suppression of lipolysis via
DP2 (CRTH2) receptors in adipocytes. Biochem. Bioph. Res. Commun. 2017, 490, 393–399. [CrossRef] [PubMed]

54. Dowaidar, M.; Gestin, M.; Cerrato, C.P.; Jafferali, M.H.; Margus, H.; Kivistik, P.A.; Ezzat, K.; Hallberg, E.; Pooga, M.; Hällbrink,
M.; et al. Role of autophagy in cell-penetrating peptide transfection model. Sci. Rep. 2017, 7, 12635. [CrossRef]

55. Breyer, R.M.; Bagdassarian, C.K.; Myers, S.A.; Breyer, M.D. Prostanoid Receptors: Subtypes and Signaling. Annu. Rev. Pharmacol.
2001, 41, 661–690. [CrossRef]

56. Chaves, V.E.; Frasson, D.; Kawashita, N.H. Several agents and pathways regulate lipolysis in adipocytes. Biochimie 2011, 93,
1631–1640. [CrossRef] [PubMed]

57. Wu, X.; Geng, F.; Cheng, X.; Guo, Q.; Zhong, Y.; Cloughesy, T.F.; Yong, W.H.; Chakravarti, A.; Guo, D. Lipid Droplets Maintain
Energy Homeostasis and Glioblastoma Growth via Autophagic Release of Stored Fatty Acids. iScience 2020, 23, 101569. [CrossRef]

58. Tian, J.J.; Lei, C.X.; Ji, H.; Zhou, J.S.; Yu, H.B.; Li, Y.; Yu, E.M.; Xie, J. Dietary arachidonic acid decreases the expression of tran-
scripts related to adipocyte development and chronic inflammation in the adipose tissue of juvenile grass carp, Ctenopha-ryngodon
idella. Comp. Biochem. Phys. D 2019, 30, 122–132. [CrossRef]

59. Landar, A.; Shiva, S.; Levonen, A.L.; Oh, J.Y.; Zaragoza, C.; Johnson, M.S.; Darley-Usmar, V.M. Induction of the permeability
transition and cytochrome c release by 15-deoxy-∆12,14-prostaglandin J2 in mitochondria. Biochem. J. 2006, 394, 185–195. [CrossRef]

60. Sanin, D.E.; Matsushita, M.; Geltink, R.I.K.; Grzes, K.M.; Bakker, N.V.T.; Corrado, M.; Kabat, A.M.; Buck, M.D.; Qiu, J.; Lawless,
S.J.; et al. Mitochondrial Membrane Potential Regulates Nuclear Gene Expression in Macrophages Exposed to Prostaglandin E2.
Immunity 2018, 49, 1021–1033. [CrossRef]

61. Okabe, K.; Malchesky, P.S.; Nose, Y. Protective Effect of Prostaglandin I2 on Hepatic Mitochondrial Function of the Preserved Rat
Liver. Tohoku J. Exp. Med. 1986, 150, 373–379. [CrossRef] [PubMed]

62. Chiou, G.Y.; Fong, J.C. Synergistic effect of prostaglandin F2α and cyclic AMP on glucose transport in 3T3-L1 adipocytes. J. Cell.
Biochem. 2005, 94, 627–634. [CrossRef] [PubMed]

63. Lescat, L.; Véron, V.; Mourot, B.; Péron, S.; Chenais, N.; Dias, K.; Riera-Heredia, N.; Beaumatin, F.; Pinel, K.; Priault, M.; et al.
Chaperone-Mediated Autophagy in the Light of Evolution: Insight from Fish. Mol. Biol. Evol. 2020, 37, 2887–2899. [CrossRef]
[PubMed]

http://doi.org/10.1007/BF02533548
http://www.ncbi.nlm.nih.gov/pubmed/7392827
http://doi.org/10.1016/j.aquaculture.2014.03.020
http://doi.org/10.1111/j.1365-2095.2011.00906.x
http://doi.org/10.1016/S0044-8486(03)00298-9
http://doi.org/10.1016/j.bbrc.2017.06.053
http://www.ncbi.nlm.nih.gov/pubmed/28623133
http://doi.org/10.1038/s41598-017-12747-z
http://doi.org/10.1146/annurev.pharmtox.41.1.661
http://doi.org/10.1016/j.biochi.2011.05.018
http://www.ncbi.nlm.nih.gov/pubmed/21658426
http://doi.org/10.1016/j.isci.2020.101569
http://doi.org/10.1016/j.cbd.2019.02.006
http://doi.org/10.1042/BJ20051259
http://doi.org/10.1016/j.immuni.2018.10.011
http://doi.org/10.1620/tjem.150.373
http://www.ncbi.nlm.nih.gov/pubmed/3551189
http://doi.org/10.1002/jcb.20338
http://www.ncbi.nlm.nih.gov/pubmed/15547951
http://doi.org/10.1093/molbev/msaa127
http://www.ncbi.nlm.nih.gov/pubmed/32437540

	Introduction 
	Materials and Methods 
	Cell Culture and Treatments 
	RNA Interference and Inhibitor Treatment 
	LD Staining 
	Immunofluorescence Staining 
	PG Analysis 
	Lysosomal and Mitochondrial Staining 
	Triglyceride (TG), Free Fatty Acid, and Glycerol Content 
	ATP Determination 
	Real-Time Quantitative Reverse Transcription-PCR (qRT-PCR) 
	Mitochondrial DNA (mtDNA) Content Assay 
	Statistical Analysis 

	Results 
	Serum Starvation Induces Autophagy, Lipid Depletion, and Mitochondrial Energy Production in ZFL Cells 
	Serum Starvation Induces COX Activity in ZFL Cells 
	COX Pathway Is Implicated in Serum Starvation-Induced Autophagy and LD Degradation in ZFL Cells 
	PGF2 Promotes Autophagy in ZFL Cells 
	PGF2 Promotes Mitochondrial Energy Production in ZFL Cells 

	Discussion 
	Conclusions 
	References

