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Abstract: This study used 40 castrated male pigs to determine the protective effects of a new selenium
molecule (hydroxy selenomethionine, OH-SeMet) on dietary oxidative stress (DOS) induced hepatic
lipid metabolism disorder, and corresponding response of selenotranscriptome. The pigs were
randomly grouped into 5 dietary treatments and fed a basal diet formulated with either normal
corn and oils or oxidized diet in which the normal corn and oils were replaced by aged corn and
oxidized oils, and supplemented with OH-SeMet at 0.0, 0.3, 0.6 and 0.9 mg Se/kg for a period of
16 weeks (n = 8). The results showed that DOS induced liver damage, increased serum alanine
aminotransferase (ALT) and alkaline phosphatase (ALP) levels, decreased serum triacylglycerol (TG)
level, suppressed antioxidant capacity in the liver, and changed lipid metabolism enzyme activity,
thus causing lipid metabolism disorder in the liver. The DOS-induced lipid metabolism disorder
was accompanied with endoplasmic reticulum (ER) stress, changes in lipid metabolism-related genes
and selenotranscriptome in the liver. Dietary Se supplementation partially alleviated the negative
impact of DOS on the lipid metabolism. These improvements were accompanied by increases in Se
concentration, liver index, anti-oxidative capacity, selenotranscriptome especially 11 selenoprotein-
encoding genes, and protein abundance of GPX1, GPX4 and SelS in the liver, as well as the decrease
in SelF abundance. The Se supplementation also alleviated ER stress, restored liver lipid metabolism
enzyme activity, increased the mRNA expression of lipid synthesis-related genes, and decreased the
mRNA levels of lipidolysis-related genes. In conclusion, the dietary Se supplementation restored
antioxidant capacity and mitigated ER stress induced by DOS, thus resisting hepatic lipid metabolism
disorders that are associated with regulation of selenotranscriptome.

Keywords: OH-SeMet; dietary oxidative stress; endoplasmic reticulum stress; lipid metabolism
disorder; selenotranscriptome; growing-finishing pigs

1. Introduction

The liver is the major metabolic organ in mammals, playing a crucial role in the
metabolism of lipids. Hepatic disorder in lipid metabolism is a major risk factor in many
diseases, such as hyperlipemia and fatty liver disease [1]. The current leading theories
posit that one of the main causes of abnormal lipid metabolism is oxidative stress (OS) [2,3],
although the regulation of OS on lipid metabolism is diverse under different physiological
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statuses. Most published studies on lipid metabolism suggest that OS promotes production
of reactive oxygen species and suppresses antioxidant capacity, thus causing liver injury
and lipid accumulation [4,5]. However, study also manifests that OS attenuates lipid
synthesis and facilitates β-oxidation in hepatoma cells [6]. The endoplasmic reticulum
(ER) represents a complex membranous network that plays an important role in the lipid
synthesis and transportation [7,8], and ER homeostasis is essential for lipid metabolism.
OS compromises ER homeostasis, leading to a situation called ER stress [9]. It is very
well established that OS usually synergistically affects lipid metabolism alongside ER
stress [2,10].

Among many biomarkers for evaluating ER stress, unfolded protein response (UPR)
appears to be representative [11]. The major outcomes of UPR activation are to alleviate
ER stress and enhance the folding capacity of the ER [12]. The UPR is mediated by
three ER transmembrane sensors: inositol-requiring protein 1 (IRE1), protein kinase-like
endoplasmic reticulum kinase (PERK) and activating transcription factor 6 (ATF6) [13].
The unfolded proteins promote the phosphorylation of IRE1, which in turn lead to X-box-
binding protein 1s (XBP1s) activation, thus promoting the occurrence of UPR [14,15]. The
structure and function of PERK are similar to IRE1, and the activated PERK phosphorylates
the α-subunit of the eukaryotic translation initiation factor 2 alpha (eIF2α), which attenuates
ER load [16,17]. ER stress promotes the migration of ATF6 from the ER to Golgi and gets
cleaved by serine proteases into active ATF6f [18], which can enter the nucleus and activate
UPR [19]. In any case, abundant ER luminal unfolded proteins activate the UPR and
cause downstream reactions, thus accelerating the resolution of ER stress [20]. It is thus
reasonable to expect that mitigation of OS and ER stress may be an effective strategy to
maintain lipid metabolic homeostasis.

Selenium (Se) is the key component of the body’s antioxidant system, which plays a
crucial role in scavenging free radicals and maintaining antioxidant capacity [21]. Also,
several previous studies posit that dietary Se deficiency or excessive Se (3 mg Se/kg) accel-
erates lipid synthesis in the mammalian liver, while the normal level of Se (0.3–1.0 mg/kg)
exhibits no impact on lipid metabolism [22–24]. Current leading theories assume the main
biological functions of Se are predominantly mediated by selenoproteins [25]. At present,
25 selenoproteins have been found in mammals and 7 (DIO2, SelF, SelK, SelM, SelN, SelS
and SelT) of them are located in the ER [26]. There are few studies on the regulation
of selenoproteins in lipid metabolism. A previous study reports that SelS attenuates ER
stress during the early stage of adipogenesis [27], and SelK deficiency induces ER stress
in neurons [28]. In view of the special relation between selenoproteins and ER function,
it is logical to expect that some selenoproteins may alleviate the hepatic disorder of lipid
metabolism induced by OS through relieving the ER stress. Generally, the expression
of selenoproteins in animals is effectively regulated by the dietary Se level [29], and the
bioavailability of organic Se is more efficient than its inorganic counterpart [21]. Hydroxy
selenomethionine (OH-SeMet) is a new molecule of organic Se and is the precursor of
selenocysteine [30]. Therefore, this study focuses on the regulation of OS on ER stress and
hepatic lipid metabolism, and the protective role of OH-SeMet on the lipid metabolism
homeostasis through regulating the selenotranscriptome.

2. Materials and Methods
2.1. Animal, Diet and Experimental Design

The animal trial was approved by the Animal Care and Use Committee of the Sichuan
Agricultural University (Ethics Approval Code: SCAUAC201904-4).

A total of 40 castrated male pigs (Duroc × Landrace × Yorkshire, average live weight
25.0 ± 3.0 kg) were randomly grouped into 5 dietary treatments with 8 replicates of one
pig per replicate. Before entering the designated dietary treatment, the pigs were fed on
basal diet (using normal corn and normal oils, without additional Se supplementation) for
7 days to balance the body Se level. During the experiment, the animals were fed on basal
diet (control group, CON) or oxidized diet (the normal corn and oils in basal diet were
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replaced by aged corn stored over 4 years and oxidized oils), supplied with 0.0 (dietary
oxidative stress group, DOS), 0.3 (DOS + 0.3 Se), 0.6 (DOS + 0.6 Se) and 0.9 mg Se/kg
(DOS + 0.9 Se) in the form of OH-SeMet for 16 weeks. The basal diet in the current study
was formulated in accordance with NRC 2012 (Supplementary Table S1); the determined
dietary Se concentration was shown in Supplementary Figure S1. The pigs were penned
in fattening circle house with free access to diet and water, and the house temperature
was maintained at 25 ± 2 ◦C and 20 ± 2 ◦C for 25–50 kg and >50 kg, respectively. The
preparation method of oxidized oil was reported in the previous study [31]. The oxidation
characteristics of the diets are shown in Supplementary Table S2.

2.2. Sample Collection and Preparation

After 16 weeks, blood samples were collected in sterile vacutainer tubes from the
jugular vein and maintained at room temperature for 1 h, centrifuged (3000× g) for 10 min,
and the serum samples were pipetted into sterile centrifuge tubes. All serum samples were
stored at −20 ◦C prior to further analyses. Six pigs per treatment were selected and fasted
for 12 h, and then weighed and sacrificed by electrical shock and exsanguinated. The livers
of these pigs were weighed, and samples were collected and snap-frozen in liquid nitrogen,
then stored at −80 ◦C for biochemical and molecular analyses.

2.3. Liver Phenotypic Characteristics and Liver Se Concentration

After the pigs were slaughtered, all livers were completely removed and weighed after
removing the gallbladder, which were recorded as liver weight. The liver indexes were
estimated: liver index = liver weight/pig’s live weight × 100% [32]. The concentration of
Se in the liver was measured by using hybrid generation-atomic fluorescence spectrometer
(AFS-230E, Beijing Haiguang instrument, China) against a standard Se reference [GB
5009.93-2010, National Research Centre for Certified Reference Materials, Beijing, China].

2.4. Serum Biochemical Analyses

Serum alanine aminotransferase (ALT), aspartate aminotransferase (AST), alkaline
phosphatase (ALP), total protein (TP), albumin (ALB), globulin (GLB), triacylglycerol (TG),
total cholesterol (TC), low density lipoprotein cholesterin (LDL-C), high density lipoprotein
cholesterin (HDL-C) were measured using the automatic biochemistry analyzer (3100,
HITACHI, Tokyo, Japan).

2.5. Antioxidant and Lipid Metabolic-Related Enzyme Analyses

Glutathione peroxidase (GSH-Px), superoxide dismutase (SOD), total antioxidant
capability (T-AOC) and malondialdehyde (MDA) in the liver were measured by using
corresponding assay kits (no. A005, A001-1-1, A015-1, A003-1, Jiancheng Bioengineering,
Nanjing, China). The activity of acetyl-coa carboxylase (ACC), fatty acid synthase (FAS)
and adipose triglyceride lipase (ATGL) in the liver were measured by using the commercial
enzyme-linked immunosorbent assay (ELISA) kits (no. 15856, 17341, 14811, Meimian,
China). The activity of hepatic lipase (HL) in the liver was determined by using commercial
assay kit (no. A067-1-2, Jiancheng Bioengineering, Nanjing, China). The concentration of
proteins was determined with the bicinchoninic acid (BCA) method by using a commercial
BCA protein assay kit (no. A045-3, Jiancheng Bioengineering, Nanjing, China). The optical
density (OD) values were obtained by the enzyme-labeling measuring instrument (Model
680, Bio-Rad, Hercules, CA, USA); all measurements were performed in triplicate.

2.6. Q-PCR Analyses of mRNA Abundance

The total RNA of liver was extracted by using RNAiso Plus (no. 9109, Takara, Dalian,
China) and cDNA was synthesized with the PrimeScript RT reagent kit (no. RR047A,
Takara, Dalian, China). The qPCR was performed in a final volume of 10 µL using SYBR
Premix Ex TaqTM II kit (no. RR820A, Takara, Dalian, China) on the QuantStudio 6 Flex
system (Applied Biosystems, Waltham, CA, USA). All samples of the target genes in a given
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tissue were run on the same 384-well plate (Applied Biosystems, Waltham, CA, USA). The
primers for 17 lipid metabolic-related genes, 8 ER stress markers, 25 selenoprotein-encoding
genes, and 2 reference genes (β-Actin and Gapdh) were designed with Primer Express
3.0 (Applied Biosystems, Waltham, CA, USA), and listed in Supplementary Table S3. The
relative mRNA expression was normalized to the expression of β-Actin and calculated by
using the 2−∆∆Ct method as previously described [33].

2.7. Western Blot Analyses

The liver samples were homogenized with the cell disruption buffer (RIPA lysis
Buffer, Beyotime, Shanghai, China). Then, the total protein concentration was measured
using the BCA kit. The subsequent Western blot process was performed as previously
described [32]. The primary antibodies were used at the following dilutions: eIF2α (1:500;
340347; Zen BioScience, Chengdu, China), P-eIF2α (1:500; 310073; Zen BioScience, Chengdu,
China), XBP1 (1:1000; R27438; Zen BioScience, Chengdu, China), GRP78 (1:1000; 200310-
4F11; Zen BioScience, Chengdu, China), GPX1 (1:1000; 616958; Zen BioScience, Chengdu,
China), GPX4 (1:2000; 513309, Zen BioScience, Chengdu, China), DIO2 (1:500; 161625; Zen
BioScience, Chengdu, China), SelF (1:1000; 385690; Zen BioScience, Chengdu, China), SelS
(1:1000, 15591-1-AP, ProteinTech Group, Chicago, IL, USA) and β-ACTIN (1:5000; MAB1501;
Millipore, Darmstadt, Germany).

2.8. Statistical Analysis

This study followed the complete random design (CRD) and applied the one-way
structure treatment design. Six samples in a given tissue of each dietary treatment were
tested to collect the data, except that liver Se concentration used 4 samples to collect the
data. All values are presented as means ± SD. Statistical analyses were performed with
the SPSS 27.0 (SPSS Inc., Chicago, IL, USA), values were analyzed using one-way ANOVA,
followed by Tukey’s multiple range tests, and p values of less than 0.05 were considered
statistically significant. Principal component analysis of selenotranscriptome in the liver
and correlation analysis of the relationship between selenoprotein-encoding genes and
lipid metabolism markers were accomplished by SPSS 27.0 (SPSS, Inc., Chicago, IL, USA).

3. Results
3.1. Liver Weight, Index and Se Concentration

As shown in Figure 1, DOS exhibited no effects (p > 0.05) on the absolute liver weight
and liver index (Figure 1A). Relative to the DOS group, pigs received three levels of Se
showed a higher (p < 0.05) liver weight and liver index. DOS alone showed no effect
(p > 0.05) on liver Se concentration, while Se supplementation increased (p < 0.05) liver Se
concentration in a dose dependent pattern (Figure 1B).

3.2. Hepatic Antioxidant Variables

To evaluate whether DOS induces oxidative damage in liver and the protective effects
of Se, we further investigated four antioxidant attributes. DOS alone decreased the activity
of GSH-Px to a certain extent (Figure 1C) and increased (p < 0.05) the activity of T-AOC
(Figure 1E). Although there was no statistical difference, DOS tended to increase (p > 0.05)
MDA content (Figure 1D). The Se supplementation improved the hepatic antioxidant
capacity, as reflected by increased GSH-Px activity (p < 0.05) in a dose dependent pattern
(Figure 1C), and increased activity of T-AOC and T-SOD (p < 0.05) (Figure 1E,F).

3.3. Serum Biochemical Indicators

The results of serum biochemical indicators are presented in Table 1. The p values
of one-way ANOVA showed that DOS and OH-SeMet supplementation had significant
influence on serum ALT, ALP and TG levels. The pigs faced with DOS showed higher serum
ALT, ALP levels, and lower serum TG level. Se supplementation moderately ameliorated
the negative effect of DOS on serum ALT, ALP and TG levels, especially Se 0.9 mg/kg
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decreased (p < 0.05) serum ALT level, Se 0.3 mg/kg decreased (p < 0.05) serum ALP level,
and Se 0.6 and 0.9 mg/kg increased (p < 0.05) serum TG level. Besides, DOS alone showed
a tendency to increase the concentration of serum AST, and Se supplementation restored
the AST level in serum.
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Figure 1. Effects of dietary oxidative stress and OH-SeMet supplementation on liver phenotypic
characteristics, Se concentration and antioxidant capacity of growing-finishing pigs. (A) Liver
phenotypic characteristics; (B) Liver Se concentration; (C) GSH-Px activity; (D) MDA content; (E) T-
AOC activity; (F) T-SOD activity. Results were expressed as mean ± SD (n = 6 or 4), different
letters indicate ANOVA p value less than 0.05 which represent there is a significant difference
between groups.

Table 1. Effects of dietary oxidative stress and OH-SeMet supplementation on serum biochemical
indicators of growing-finishing pigs.

Item CON DOS DOS + 0.3 Se DOS + 0.6 Se DOS + 0.9 Se ANOVA
p Value

ALT/(U/L) 21.32 ± 3.53 ab 24.00 ± 1.65 b 20.92 ± 3.37 ab 19.02 ± 3.29 ab 17.11 ± 2.33 a 0.008
AST/(U/L) 11.00 ± 0.59 12.97 ± 1.78 9.10 ± 2.56 10.89 ± 2.76 10.13 ± 2.19 0.098

ALP/(mmol/L) 56.67 ± 7.56 ab 64.20 ± 7.78 b 46.83 ± 6.41 a 56.60 ± 6.47 ab 54.20 ± 7.11 ab 0.025
TP/(g/L) 41.08 ± 4.87 40.18 ± 4.60 40.60 ± 6.23 45.88 ± 4.27 43.03 ± 5.79 0.247

ALB/(g/L) 27.09 ± 3.24 26.40 ± 3.53 25.55 ± 2.60 29.40 ± 3.21 27.31 ± 3.03 0.238
GLB/(g/L) 13.99 ± 1.80 13.78 ± 1.49 15.05 ± 4.28 16.48 ± 3.56 15.71 ± 3.50 0.460

TG/(mmol/L) 0.51 ± 0.07 ab 0.41 ± 0.05 a 0.52 ± 0.08 ab 0.60 ± 0.05 b 0.56 ± 0.09 b 0.001
TC/(mmol/L) 1.61 ± 0.22 1.73 ± 0.15 1.71 ± 0.19 1.68 ± 0.20 1.70 ± 0.15 0.838

HDL-C/(mmol/L) 0.81 ± 0.12 0.77 ± 0.06 0.81 ± 0.12 0.81 ± 0.08 0.82 ± 0.06 0.938
LDL-C/(mmol/L) 0.94 ± 0.15 1.05 ± 0.15 0.92 ± 0.11 1.00 ± 0.15 1.04 ± 0.15 0.457

ALT, alanine aminotransferase; AST, aspartate aminotransferase; ALP, alkaline phosphatase; TP, total protein;
ALB, albumin; GLB, globulin; TG, triacylglycerol; TC, total cholesterol; LDL-C, low density lipoprotein cholesterin;
HDL-C, high density lipoprotein cholesterin. Results were shown as mean ± SD (n = 6), different letters indicate
ANOVA p value less than 0.05 which represent there is a significant difference between groups.
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3.4. Lipid Metabolic-Related Enzyme Activity and Genes Expression in the Liver

We investigated lipid metabolic-related enzyme activity and genes expression in the
liver (Figure 2). DOS increased (p < 0.05) the activity of HL (Figure 2D) and enhanced the
activity of ATGL (Figure 2C) to a certain degree, while it exhibited limited impact (p > 0.05)
on the activity of ACC and FAS (Figure 2A,B). Three levels of Se restored (p < 0.05) the
activity of HL to normal levels (Figure 2D), 0.6 mg/kg Se increased (p < 0.05) the FAS
activity (Figure 2B), and additional Se supplementation showed a tendency to reduce
(p = 0.079) the ATGL activity (Figure 2C).
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Figure 2. Effects of dietary oxidative stress and OH-SeMet supplementation on lipid metabolism
related enzyme activity and expression of lipid metabolic-related genes in the liver of growing-
finishing pigs. (A) Acetyl-coa carboxylase (ACC) activity; (B) Fatty acid synthase (FAS) activity;
(C) Adipose triglyceride lipase (ATGL) activity; (D) Hepatic lipase (HL) activity; (E) Expression of
lipid metabolic-related genes. Results were expressed as mean ± SD (n = 6), different letters indicate
ANOVA p value less than 0.05 which represent there is a significant difference between groups.

As shown in Figure 2E, for lipid synthesis-related genes, DOS down-regulated (p < 0.05)
the mRNA abundance of fatty acid synthetase (FASN), stearoyl-CoA desaturase (SCD),
diacylglyceryl transferase 2 (DGAT2), up-regulated (p < 0.05) the mRNA expression of
diacylglyceryl transferase 1 (DGAT1) and exhibited no effect (p > 0.05) on the expression of
ACACA and glucose-6-phosphate (G6PD). For lipidolysis-related genes, DOS up-regulated
(p < 0.05) the mRNA expression of acetyl-coa acyltransferase 1 (ACAA1), acetyl-coa acyl-
transferase 2 (ACAA2), acyl-CoA long-chain dehydrogenase (ACADL), carnitine palmitoyl-
transferase 1b (CPT1b), enoyl-CoA hydratase 1 (ECH1) and hormone sensitive lipase (HSL),
while it exhibited no impact (p > 0.05) on the expression of acetyl-coa oxidase 1 (ACOX1),
adipose triglyceride lipase (ATGL1), carnitine palmitoyltransferase 1a (CPT1a) and hepatic
lipase (LIPC). Dietary Se supplementation affected the expression of lipid metabolic-related
genes. For lipid synthesis-related genes, three levels of Se increased (p < 0.05) the mRNA
expression of FASN, SCD and sterol regulatory element binding protein 1c (SREBP1c),
while exhibited limited impact on the expression of ACACA, DGAT1 and DGAT2. For
lipidolysis-related genes, three levels of Se down-regulated (p < 0.05) the mRNA abundance
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of ACAA1, ACAA2, ACADL, ACOX1, ATGL1, CPT1a, CPT1b, ECH1 and HSL, with no effects
on the expression of LIPC.

3.5. ER Stress Biomarkers in the Liver

The ER stress markers of un-folded protein response in liver were determined (Figure 3).
Compared with the control group, DOS up-regulated (p < 0.05) the mRNA expression of
eIF2α, ATF4 and CHOP, and had a tendency (0.05 < p < 0.1) to increase the abundance of
ATF6. The three levels of Se supplementation reduced (p < 0.05) the mRNA expression of
PERK, eIF2α, ATF4, CHOP, XBP1 and GRP78. Se 0.3 and 0.6 mg/kg reduced the levels of
ATF6. DOS and Se showed no effect on the mRNA expression of IRE1 (Figure 3A).
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We further examined the ER stress markers at the protein level. The results showed
that DOS had a tendency (0.05 < p < 0.1) to increase the protein level of eIF2α (Figure 3B)
and XBP1 (Figure 3D). Dietary Se supplementation exhibited protective effects. Three levels
of Se recovered the abundance of eIF2α, especially Se 0.3 mg/kg group showed the lowest
eIF2α level (Figure 3B). Se supplementation also reduced (p < 0.05) the expression of XBP1
(Figure 3D) and increased (p < 0.05) the protein level of P-eIF2α (Figure 3C). On the other
hand, DOS and Se exhibited no impact on the protein abundance of GRP78 (Figure 3E).
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3.6. The Expression of Selenotranscriptome in the Liver

Se exerts its most-known biological functions mainly through selenoproteins. So, we
investigated the expression of selenotranscriptome in the liver. SELENOV and TXNRD3
were in poor quality or low expression and were not reported herein. As shown in Sup-
plementary Figure S2 and Figure 4A, DOS exhibited limited impact on the mRNA ex-
pression of selenotranscriptome, except down-regulated (p < 0.05) the expression of SE-
LENON. Dietary OH-SeMet supplementation, especially Se 0.3 and 0.9 mg/kg, generally
up-regulated (p < 0.05) the mRNA abundance of 22 selenoprotein-encoding genes (DIO1,
DIO2, GPX1, GPX2, GPX3, GPX4, GPX6, MSRB1, SELENOF, SELENOH, SELENOI, SE-
LENOK, SELENOM, SELENON, SELENOO, SELENOP, SELENOS, SELENOT, SELENOW,
SEPHS2, TXNRD1 and TXNRD2), while it reduced (p < 0.05) the expression of DIO3.

3.7. The mRNA Expression of Major Selenoprotein-Encoding Genes

To distinguish the key factors affected by DOS and OH-SeMet, a principal compo-
nent analysis was performed by a mathematical method of dimensionality reduction. As
shown in Figure 4B, three comprehensive variables were chosen to reflect the original
variable information, the three comprehensive variables were 73.94%, 18.32% and 7.74%,
respectively. The results showed that 11 of 23 selenoprotein-encoding genes were observed
at relatively distant positions in three-dimensional space. GPX1, GPX4, SELENOH, SE-
LENOP, SELENOW, DIO2, SELENOF, SELENOK, SELENOM, SELENOS and SELENOT
were the major selenoprotein-encoding genes affected by dietary OS and OH-SeMet levels,
and in which 6 of 11 were ER resident selenoproteins. The mRNA abundance of those
11 selenoprotein-encoding genes were up-regulated (p < 0.05) in Se supplementation groups
compared with the DOS group, except Se 0.6 and 0.9 mg/kg restored the mRNA expression
of SELENOP (Figure 4C).

3.8. The Correlation Analysis between Selenotranscriptome and Lipid Metabolic-Related Genes

The correlation analysis was performed to explore the relationship between the ma-
jor selenoprotein-encoding genes and lipid metabolism markers (details are provided
in Supplementary Table S4). As shown in Figure 4D, significant positive correlations
were found between the 11 selenoprotein-encoding genes and SCD/SREBP1c (Pearson
correlation coefficient > 0.44; p < 0.05). Five selenoprotein-encoding genes (GPX1, SE-
LENOH, SELENOW, SELENOF and SELENOM) were positively correlated with FASN
(Pearson correlation coefficient > 0.367; p < 0.05). Besides, the major selenoprotein-encoding
genes exhibited a negative correlation with ACAA1, ACAA2, ACOX1, CPT1a and ECH1
(Pearson correlation coefficient < −0.370; p < 0.05), except SELENOM. Eight selenoprotein-
encoding genes (GPX1, SELENOH, SELENOP, SELENOW, DIO2, SELENOK, SELENOS
and SELENOT) were negatively correlated with ATGL1 and HSL (Pearson correlation
coefficient < −0.377; p < 0.05). Five selenoprotein-encoding genes (GPX1, SELENOH, SE-
LENOW, SELENOF and SELENOM) were negatively correlated with ACADL (Pearson
correlation coefficient < −0.416; p < 0.05).

3.9. The Protein Abundance of Selenoproteins

The effects of DOS and OH-SeMet supplementation on protein abundance of GPX1,
GPX4, DIO2, SelF and SelS were determined (Figure 5). Compared with the CON group,
DOS tended to decrease (0.05 < p < 0.1) the protein level of GPX1 and GPX4, and to increase
(0.05 < p < 0.1) the protein level of SelF. Dietary Se supplementation increased (p < 0.05) the
protein abundance of GPX1 and GPX4, Se 0.3 and 0.6 mg/kg increased (p < 0.05) the protein
level of SelS, while three levels of dietary Se decreased (p < 0.05) the protein abundance of
SelF. DOS and Se exhibited limited (p > 0.05) impact on the protein expression of DIO2.



Antioxidants 2022, 11, 552 9 of 17Antioxidants 2022, 11, x FOR PEER REVIEW 9 of 18 
 

 
Figure 4. Effects of dietary oxidative stress and OH-SeMet supplementation on the expression of 
selenotranscriptome in the liver of growing-finishing pigs. (A) Heatmap of mRNA abundance of 23 
selenoproteins; (B) Principal component analysis of the selenotranscriptome; (C) The mRNA abun-
dance of GPX1, GPX4, SELENOH, SELENOP, SELENOW, DIO2, SELENOF, SELENOK, SELENOM, 
SELENOS and SELENOT; (D) The correlations analysis between selenotranscriptome and lipid met-
abolic-related genes. The results were expressed as mean ± SD (n = 6), different letters indicate 
ANOVA p value less than 0.05 which represent there is a significant difference between groups. 

3.7. The mRNA Expression of Major Selenoprotein-Encoding Genes 
To distinguish the key factors affected by DOS and OH-SeMet, a principal compo-

nent analysis was performed by a mathematical method of dimensionality reduction. As 
shown in Figure 4B, three comprehensive variables were chosen to reflect the original 
variable information, the three comprehensive variables were 73.94%, 18.32% and 7.74%, 

Figure 4. Effects of dietary oxidative stress and OH-SeMet supplementation on the expression of
selenotranscriptome in the liver of growing-finishing pigs. (A) Heatmap of mRNA abundance of
23 selenoproteins; (B) Principal component analysis of the selenotranscriptome; (C) The mRNA abun-
dance of GPX1, GPX4, SELENOH, SELENOP, SELENOW, DIO2, SELENOF, SELENOK, SELENOM,
SELENOS and SELENOT; (D) The correlations analysis between selenotranscriptome and lipid
metabolic-related genes. The results were expressed as mean ± SD (n = 6), different letters indicate
ANOVA p value less than 0.05 which represent there is a significant difference between groups.



Antioxidants 2022, 11, 552 10 of 17

Antioxidants 2022, 11, x FOR PEER REVIEW 10 of 18 
 

respectively. The results showed that 11 of 23 selenoprotein-encoding genes were ob-
served at relatively distant positions in three-dimensional space. GPX1, GPX4, SELENOH, 
SELENOP, SELENOW, DIO2, SELENOF, SELENOK, SELENOM, SELENOS and SELENOT 
were the major selenoprotein-encoding genes affected by dietary OS and OH-SeMet lev-
els, and in which 6 of 11 were ER resident selenoproteins. The mRNA abundance of those 
11 selenoprotein-encoding genes were up-regulated (p < 0.05) in Se supplementation 
groups compared with the DOS group, except Se 0.6 and 0.9 mg/kg restored the mRNA 
expression of SELENOP (Figure 4C). 

3.8. The Correlation Analysis between Selenotranscriptome and Lipid Metabolic-Related Genes 
The correlation analysis was performed to explore the relationship between the major 

selenoprotein-encoding genes and lipid metabolism markers (details are provided in Sup-
plementary Table S4). As shown in Figure 4D, significant positive correlations were found 
between the 11 selenoprotein-encoding genes and SCD/SREBP1c (Pearson correlation co-
efficient > 0.44; p < 0.05). Five selenoprotein-encoding genes (GPX1, SELENOH, SELE-
NOW, SELENOF and SELENOM) were positively correlated with FASN (Pearson correla-
tion coefficient > 0.367; p < 0.05). Besides, the major selenoprotein-encoding genes exhib-
ited a negative correlation with ACAA1, ACAA2, ACOX1, CPT1a and ECH1 (Pearson cor-
relation coefficient < −0.370; p < 0.05), except SELENOM. Eight selenoprotein-encoding 
genes (GPX1, SELENOH, SELENOP, SELENOW, DIO2, SELENOK, SELENOS and SELE-
NOT) were negatively correlated with ATGL1 and HSL (Pearson correlation coefficient < 
−0.377; p < 0.05). Five selenoprotein-encoding genes (GPX1, SELENOH, SELENOW, SELE-
NOF and SELENOM) were negatively correlated with ACADL (Pearson correlation coef-
ficient < −0.416; p < 0.05). 

3.9. The Protein Abundance of Selenoproteins 
The effects of DOS and OH-SeMet supplementation on protein abundance of GPX1, 

GPX4, DIO2, SelF and SelS were determined (Figure 5). Compared with the CON group, 
DOS tended to decrease (0.05 < p < 0.1) the protein level of GPX1 and GPX4, and to increase 
(0.05 < p < 0.1) the protein level of SelF. Dietary Se supplementation increased (p < 0.05) 
the protein abundance of GPX1 and GPX4, Se 0.3 and 0.6 mg/kg increased (p < 0.05) the 
protein level of SelS, while three levels of dietary Se decreased (p < 0.05) the protein abun-
dance of SelF. DOS and Se exhibited limited (p > 0.05) impact on the protein expression of 
DIO2. 

 

Figure 5. Effects of dietary oxidative stress and OH-SeMet supplementation on the expression of
selenoproteins in liver of growing-finishing pigs. (A) Relative protein abundance of GPX1; (B) Relative
protein abundance of GPX4; (C) Relative protein abundance of DIO2; (D) Relative protein abundance
of SelF; (E) Relative protein abundance of SelS. The results were expressed as mean ± SD (n = 6),
different letters indicate ANOVA p value less than 0.05 which represent there is a significant difference
between groups.

4. Discussion

OS is a key factor of many diseases in mammals, especially those related to metabolism.
As the primary metabolic organ, the liver is more susceptible to OS. The current leading
theories posit that OS suppresses antioxidant capacity and causes liver injury, thus affecting
liver lipid metabolism [4,34]. In this study, a long-term OS was administered to the growing-
finishing pigs using oxidized diet. Although DOS exhibited no impacts on the liver weight
and liver index (Figure 1), it tended to reduce the liver antioxidant capacity (Figure 1).
Selenium is considered to be an important antioxidant, Se concentration in tissues is closely
regulated by dietary Se levels, and the bioavailability of organic Se source is higher than
the inorganic Se [21,35]. The results in this study revealed that OH-SeMet supplementation
increased (p < 0.05) liver Se concentration in a dose dependent pattern (Figure 1B), and
the pigs that received Se supplementation showed a higher liver weight and liver index
(Figure 1A). Besides, dietary Se supplementation improved liver antioxidant capacity,
which is mainly reflected by the elevated activity of GSH-Px, T-AOC and T-SOD (Figure 1).
Based on these results, it is logical to expect that OH-SeMet plays a unique role in improving
liver health.

Further study revealed that DOS increases serum ALT and ALP levels and decreases se
rum TG concentration (Table 1). It is well known that ALT and ALP are the key biomarkers
that reflect liver injury, and their elevated levels are usually accompanied by changes
in liver metabolism [36,37]. Serum TG level is closely related to lipid metabolism, and
high serum TG concentration is usually accompanied by fatty liver [38]. Our results sug-
gest that DOS mediates liver damage and causes lipid metabolism disorders, which is
consistent with previous studies [4–6]. Previous studies found that additional Se supple-
mentation has limited effects on lipid metabolism, except for Se deficiency or high levels of
Se (Se > 1 mg/kg) [22–24]. Interestingly, in this study additional Se supplementation de-
creased the ALT and ALP levels and restored the TG concentration in the serum. Therefore,
it is reasonable to expect that Se may improve lipid metabolism by alleviating liver damage.
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To verify whether the dietary OH-SeMet supplementation has a relieving effect on
liver lipid metabolism under DOS, we further determined the activity of lipid metabolism
related enzyme in the liver of pigs (Figure 2A–D). Although DOS exhibited limited impact
on the activity of ACC and FAS, it increased the activity of HL and tended to increase the
activity of ATGL. HL and ATGL are key enzymes that mediate lipolysis. HL is synthesized
in liver parenchymal cells and released into plasma, mainly acting on TG to prevent its
accumulation [39]. While ATGL specifically hydrolyzes the first ester bond of TG and is
considered to be the rate-limiting enzyme in the TG hydrolysis [40]. The increased levels of
HL and ATGL are consistent with the decreased TG concentration in the serum (Table 1),
which confirms DOS causes lipid metabolic disorders. Se supplementation affected the
activity of liver lipid metabolism related enzyme, such as increases in FAS activity and
recovering of HL and ATGL activity (Figure 2). FAS has gained attention as an important
regulator of the process of fatty acid chain extension [41]. These results support that the
supplementation of OH-SeMet can relieve liver lipid metabolism disorders under DOS.

Previous studies indicate that lipid metabolism genes were affected or involved in
redox regulation [42–44]. To comprehensively analyze the effects of DOS and Se on liver
lipid metabolism, we further determined the expression of lipid metabolism related genes
(Figure 2E). Interestingly, DOS generally down-regulated the expression of lipid synthesis-
related genes except DGAT1 and G6PD, while it up-regulated the expression of lipidolysis-
related genes; these results are consistent with the previous findings [6,45]. Above those
lipid synthesis-related genes, SCD is an ER protein that catalyzes the synthesis of unsatu-
rated fatty acids [46], DGAT2 binds to the ER and mediates the synthesis of TG [47], FASN
regulates the process of fatty acid chain extension [41], and those proteins play a crucial
role in the process of fatty acid synthesis and carbon chain extension. As a key nuclear
transcription factor, SREBP1c was mainly expressed in mammalian liver and adipose tis-
sues that induces lipid synthesis [48]. For those lipidolysis-related genes, ACADL catalyzes
the initial steps of β-oxidation of long-chain fatty acids [49], HSL and ATGL catalyze the
hydrolysis of TG [50]. CPT1 contains two subtypes, CPT1a and CPT1b, both located at the
inner mitochondrial membrane, and could transfer fatty acids to the mitochondria for β-
oxidation [51]. ECH1, ACAA1/2 and ACOX1 are all located in the mitochondria, and they
play a synergistic role in the β-oxidation process, ultimately catalyzing the decomposition
of acetyl-CoA to produce ATP, carbon dioxide and water [52,53]. The downregulation of
lipid synthesis-related genes and up-regulation of lipidolysis-related genes revealed that
DOS-induced lipid metabolism disorders mainly manifested as inhibition of lipid synthesis
and promotion of lipid decomposition. Dietary Se supplementation affected the expression
of lipid metabolism genome, which is mainly reflected in facilitating the expression of lipid
synthesis-related genes and suppressing the mRNA abundance of lipidolysis-related genes
(Figure 2E). These results ulteriorly revealed that Se contributes to liver lipid metabolism
regulation under DOS.

As a membrane-encapsulated organelle, the ER plays a unique role in lipid synthesis
and transportation [7,8]; ER homeostasis is essential for lipid metabolism. However, the ER
is highly sensitive to intracellular or extracellular stimuli, and OS is usually accompanied
by ER stress [2]. Under ER stress, abundant of unfolded protein accumulate in the ER
and induce UPR activation; thus, UPR is the most representative biomarker of the ER
stress [11]. The UPR is mediated by three ER transmembrane sensors: IRE1, PERK and
ATF6 [13]. These three pathways control multiple downstream factors such as eIF2α, ATF4,
CHOP, XBP1 and GRP78, thus contributing to the regulation of ER homeostasis. Stress
generally increases the expression of these biomarkers [54]. Consistent with the previous
studies, we found DOS up-regulated the mRNA expression of eIF2α, ATF4, CHOP and
ATF6 in the liver, and DOS also increased the abundance of eIF2α and XBP1 at the protein
level (Figure 3), suggesting ER stress was induced by DOS. Surprisingly, the pigs that
received Se supplementation showed lower levels of PERK, e-IF2α, ATF4, CHOP, XBP1,
ATF6 and GRP78 mRNA, and lower eIF2α and XBP1 protein levels, but higher P-eIF2α
protein level (Figure 3). XBP-1 and eIF2α exhibited similar effects, and XBP1 could enter the
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nucleus to activate UPR after being activated as XBP-1s, while eIF2α can be phosphorylated
into P-eIF2α and weakens the level of cell translation [13]. Our results suggested that Se
mitigates the DOS-induced ER stress.

Se exerts most of its known biological functions through selenocysteine-containing
selenoproteins [25]. In the past few years, the biological functions of most selenoproteins
have been illustrated, from anti-inflammatory and antioxidant effects to the production of
thyroid hormones [55,56]. Our current studies on the selenium genome found that Se exerts
its biological functions through the coordination of multiple selenoproteins rather than a
single selenoprotein [33,57,58]. Hence, we further explored the effect of OH-SeMet on the
mRNA expression of selenotranscriptome in the liver. The results showed that though DOS
alone exhibits limited effect on selenotranscriptome, dietary Se supplementation especially
at 0.3 and 0.9 mg/kg effectively increased the mRNA abundance of 22 selenoprotein-
encoding genes (Figure 4A and Supplementary Figure S2). Most of the above-mentioned
selenoproteins are involved in regulating redox homeostasis, such as the glutathione
peroxidases family (GPXs) and thioredoxin reductases family (TXNRDs) [59,60]. As an
independent antioxidant system, GPXs received widespread attention with its ability to
remove excessive ROS [61]. TXNRDs are the main substance of cells against disulfide
damage. Besides, in view of the published studies, we found that several selenoproteins
(DIOs, SelF, SelK, SelM, SelN, SelS and SelT) are located in the ER and contribute to
ER calcium balance maintenance, processing of protein folding and antioxidant capacity
improvement [62–64]. Therefore, the up-regulation of these selenoprotein-encoding genes
indicated that selenoproteins may be involved into the antagonistic process of Se against
OS and ER stress. To identify the major selenoproteins that resist ER stress and regulate
lipid metabolism, principal component analysis was performed on the selenotranscriptome,
11 selenoprotein genes (GPX1, GPX4, SELENOH, SELENOP, SELENOW, DIO2, SELENOF,
SELENOK, SELENOM, SELENOS and SELENOT) were selected, and 6 (DIO2, SELENOF,
SELENOK, SELENOM, SELENOS and SELENOT) of them are ER resident proteins. Above
these selenoproteins, GPX1 and GPX4 could directly remove the excessive ROS and improve
the antioxidant capacity [59,65]. SelH and SelW are proposed to possess a thioredoxin-
like fold structure, suggesting a redox function [66]. SelP transports Se from plasma to
target organs, thus affecting the expression of all selenoproteins [67]. The up-regulation of
those selenoprotein-encoding genes may imply a physiological necessity for the constant
production of selenoproteins in liver to cope with DOS.

ER resident selenoproteins are essential for ER homeostasis. SelF participates in
the protein quality control by mediating disulfide bond formation [68], and the protein
level of SelF is generally up-regulated by stress conditions [69]. SelK is localized to ER
membrane, and though the specific function of SelK is not yet clear, SelK silencing leads
to ER stress and autophagy [62]. As a central component of retro-translocation channel
in endoplasmic reticulum-associated protein degradation (ERAD), SelS contribute to the
protein folding process [70]. Emerging evidence shows that SelT suppresses OS and
apoptosis, and SelT silencing induces high ROS level in kidney cells [71]. SelM is a
selenocysteine containing protein with redox activity, which improves antioxidant capacity
and relieves ER stress [72]. Deiodinase (DIOs) is mainly involved in thyroid hormone
activity regulation, while the roles DIO2 in ER homeostasis are still unknown. The up-
regulation of these selenoprotein-encoding genes suggested that OH-SeMet alleviates
ER stress and maintains ER homeostasis through ER resident selenoproteins. To verify
the results of these selenoprotein-encoding genes, some selenoproteins were selected
for western blot analysis. DOS suppressed the protein abundance of GPX1 and GPX4,
increasing the protein level of SelF (Figure 5). Dietary Se supplementation showed a
mitigating effect, which is mainly reflected in increasing the GPX1, GPX4 and SelS levels,
and decreasing the SelF level. These selenoproteins’ abundance is basically consistent
with mRNA expression, except for SelF. The possible reason is that stress increased the
protein levels of SelF to relieve stress [69], and additional Se promotes the relief of stress
and recovers the SelF levels. Interestingly, inconsistent with mRNA levels, the protein
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levels of DIO2 were not affected by DOS and dietary Se, suggesting that DIO2 has a limited
effect on the process of ER homeostasis regulation. Based on the above results, it is very
well established that OH-SeMet regulates lipid metabolism by alleviating OS and ER stress
through selenoproteins.

Selenium deficiency or excess cause lipid metabolism disorder [22–24], indicating
that selenoproteins potentially regulate lipid metabolism. Our interest herein has been to
explore the correlations between lipid metabolism-related genes and changes of 11 major
selenoprotein-encoding genes’ expression under DOS (Figure 4D). We found that the
increased expressions of 11 selenoprotein-encoding genes were positively correlated with
the expression of lipid synthesis-related genes under DOS, which is mainly reflected in
increasing FASN, SCD and SREBP1c levels. On the other hand, the increased expressions of
11 selenoprotein-encoding genes were negatively correlated with the expression of lipid
decomposition-related genes, which is mainly reflected in decreasing in ACAA1, ACAA2,
ACOX1, CPT1a and ECH1 levels. Our results are consistent with the previous study that
porcine obesity is mediated by the regulation of selenoprotein-encoding genes via the
expression of lipid metabolism-related genes or vice versa [32]. Based on these results, it is
logical to expect that selenoproteins regulate lipid metabolism homeostasis by affecting the
expression of lipid metabolism-related enzymes under DOS.

5. Conclusions

The results of our study suggest the DOS induced liver damage leads to lipid
metabolism disorder through activation of ER stress and UPR, and supplementation with
Se in form of OH-SeMet beyond nutritional requirement support liver antioxidant capacity
and mitigate ER stress by regulating the expression of selenotranscriptome, thus alleviating
liver lipid metabolism disorders. Some key selenoproteins such as GPXs and ER resident
selenoproteins play a crucial role in this process (Figure 6). Correlation analysis reveals that
selenoproteins regulate lipid metabolism homeostasis by affecting the expression of few key
lipid metabolism-related enzymes. This basic research contributes to better understanding
on the potential protective mechanism of OH-SeMet in resisting DOS induced hepatic
lipid metabolism disorder, which may contribute to identifying a possible therapeutic
targeting/application in the field of OS dependent hepatic lipid metabolism disorder.

Antioxidants 2022, 11, x FOR PEER REVIEW 14 of 18 
 

5. Conclusions 
The results of our study suggest the DOS induced liver damage leads to lipid metab-

olism disorder through activation of ER stress and UPR, and supplementation with Se in 
form of OH-SeMet beyond nutritional requirement support liver antioxidant capacity and 
mitigate ER stress by regulating the expression of selenotranscriptome, thus alleviating 
liver lipid metabolism disorders. Some key selenoproteins such as GPXs and ER resident 
selenoproteins play a crucial role in this process (Figure 6). Correlation analysis reveals 
that selenoproteins regulate lipid metabolism homeostasis by affecting the expression of 
few key lipid metabolism-related enzymes. This basic research contributes to better un-
derstanding on the potential protective mechanism of OH-SeMet in resisting DOS in-
duced hepatic lipid metabolism disorder, which may contribute to identifying a possible 
therapeutic targeting/application in the field of OS dependent hepatic lipid metabolism 
disorder. 

 
Figure 6. The proposed mechanism of OH-SeMet alleviates hepatic lipid metabolism disorder of 
pigs induced by oxidative stress. 

Supplementary Materials: The following supporting information can be downloaded at: 
www.mdpi.com/xxx/s1, Figure S1: Diet selenium concentration; Figure S2: The expression of se-
lenotranscriptome in the liver; Table S1: Composition and nutrient levels of the basal diet; Table S2: 
The oxidation Characteristics of the diets; Table S3: Primers used for the Q-PCR; Table S4: The cor-
relation analysis between the major selenoprotein-encoding genes and lipid metabolism markers. 

Author Contributions: J.J.: Investigation, Methodology, Experiment design, Data analysis, Writing 
—original draft. S.Y.: Methodology, Data analysis, Validation. Y.L. (Yan Liu): Validation, Sample 
collection, Supervision. Y.L. (Yonggang Liu): Validation, Supervision, Review and editing. L.W.: 
Validation, Sample collection, Supervision. J.T.: Validation, Sample collection, Supervision. G.J.: 
Validation, Supervision. G.L.: Validation, Supervision. X.C.: Validation, Supervision. G.T.: Valida-
tion, Supervision. J.C.: Validation, Supervision. B.K.: Validation, Supervision. H.Z.: Investigation, 
Methodology, Review and editing, Funding acquisition. All authors have read and agreed to the 
published version of the manuscript. 

Figure 6. The proposed mechanism of OH-SeMet alleviates hepatic lipid metabolism disorder of pigs
induced by oxidative stress.



Antioxidants 2022, 11, 552 14 of 17

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/antiox11030552/s1, Figure S1: Diet selenium concentration;
Figure S2: The expression of selenotranscriptome in the liver; Table S1: Composition and nutrient
levels of the basal diet; Table S2: The oxidation Characteristics of the diets; Table S3: Primers used for
the Q-PCR; Table S4: The correlation analysis between the major selenoprotein-encoding genes and
lipid metabolism markers.

Author Contributions: J.J.: Investigation, Methodology, Experiment design, Data analysis, Writing
—original draft. S.Y.: Methodology, Data analysis, Validation. Y.L. (Yan Liu): Validation, Sample
collection, Supervision. Y.L. (Yonggang Liu): Validation, Supervision, Review and editing. L.W.:
Validation, Sample collection, Supervision. J.T.: Validation, Sample collection, Supervision. G.J.:
Validation, Supervision. G.L.: Validation, Supervision. X.C.: Validation, Supervision. G.T.: Validation,
Supervision. J.C.: Validation, Supervision. B.K.: Validation, Supervision. H.Z.: Investigation,
Methodology, Review and editing, Funding acquisition. All authors have read and agreed to the
published version of the manuscript.

Funding: This work was partially supported by the National Natural Science Foundation of China
(No. 31772643 and 31272468), and the Special Research Funding for Discipline Construction in
Sichuan Agricultural University (No. 03570126) and Adisseo France (18SES533).

Institutional Review Board Statement: The animal trial was approved by the Animal Care and Use
Committee of the Sichuan Agricultural University (Ethics Approval Code: SCAUAC201904-4).

Informed Consent Statement: Not applicable.

Data Availability Statement: Data is contained within the article and supplementary material.

Acknowledgments: We thank Adisseo for providing OH-SeMet sample for the study.

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

References
1. Letícia, F.R.; Silva, C.M.; Pansa, C.C.; Moraes, K.C.M. Non-alcoholic fatty liver disease: Molecular and cellular interplays of the

lipid metabolism in a steatotic liver. Expert. Rev. Gastroenterol. Hepatol. 2020, 15, 25–40. [CrossRef]
2. Zhao, T.; Wu, K.; Hogstrand, C.; Xu, Y.H.; Chen, G.H.; Wei, C.C.; Luo, Z. Lipophagy mediated carbohydrate-induced changes of

lipid metabolism via oxidative stress, endoplasmic reticulum (er) stress and chrebp/pparγ pathways. Cell. Mol. Life Sci. 2020, 77,
1987–2003. [CrossRef]

3. Rosenblat, M.; Volkova, N.; Aviram, M. Selective oxidative stress and cholesterol metabolism in lipid-metabolizing cell classes:
Distinct regulatory roles for pro-oxidants and antioxidants. Biofactors 2015, 41, 273–288. [CrossRef] [PubMed]

4. Hu, L.; Tian, K.; Zhang, T.; Fan, C.H.; Ran, J.H. Cyanate induces oxidative stress injury and abnormal lipid metabolism in liver
through nrf2/ho-1. Molecules 2019, 24, 3231. [CrossRef] [PubMed]

5. Lee, J.; Homma, T.; Kurahashi, T.; Kang, E.S.; Fujii, J. Oxidative stress triggers lipid droplet accumulation in primary cultured
hepatocytes by activating fatty acid synthesis. Biochem. Biophys. Res. Commun. 2015, 464, 229–235. [CrossRef] [PubMed]

6. Douglas, D.N.; Pu, C.H.; Lewis, J.T.; Bhat, R.; Anwar-Mohamed, A.; Logan, M.; Lund, G.; Addison, W.R.; Lehner, R.; Kneteman,
N.M. Oxidative stress attenuates lipid synthesis and increases mitochondrial fatty acid oxidation in hepatoma cells infected with
hepatitis c virus. J. Biol. Chem. 2016, 291, 1974–1990. [CrossRef] [PubMed]

7. Baumann, O.; Walz, B. Endoplasmic reticulum of animal cells and its organization into structural and functional domains. Int.
Rev. Cytol. 2001, 205, 149–214. [CrossRef]

8. Balla, T.; Sengupta, N.; Kim, Y.J. Lipid synthesis and transport are coupled to regulate membrane lipid dynamics in the
endoplasmic reticulum. BBA-Mol. Cell Biol. Lipids 2020, 1865, 158461. [CrossRef]

9. Maity, S.; Rajkumar, A.; Matai, L.; Bhat, A.; Ghosh, A.; Agam, G.; Kaur, S.; Bhatt, N.; Mukhopadhyay, A.; Sengupta, S.; et al.
Oxidative homeostasis regulates the response to reductive endoplasmic reticulum stress through translation control. Cell Rep.
2016, 16, 851–865. [CrossRef]

10. Song, Y.F.; Luo, Z.; Zhang, L.H.; Hogstrand, C.; Pan, Y.X. Endoplasmic reticulum stress and disturbed calcium homeostasis are
involved in copper-induced alteration in hepatic lipid metabolism in yellow catfish pelteobagrus fulvidraco. Chemosphere 2016,
144, 2443–2453. [CrossRef]

11. Lemmer, I.L.; Willemsen, N.; Hilal, N.; Bartelt, A. A guide to understanding endoplasmic reticulum stress in metabolic disorders.
Mol. Metab. 2021, 47, 101169. [CrossRef] [PubMed]

12. Sage, A.T.; Holtby-Ottenhof, S.; Shi, Y.; Damjanovic, S.; Sharma, A.M.; Werstuck, G.H. Metabolic syndrome and acute hyper-
glycemia are associated with endoplasmic reticulum stress in human mononuclear cells. Obesity 2012, 20, 748–755. [CrossRef]
[PubMed]

https://www.mdpi.com/article/10.3390/antiox11030552/s1
https://www.mdpi.com/article/10.3390/antiox11030552/s1
http://doi.org/10.1080/17474124.2020.1820321
http://doi.org/10.1007/s00018-019-03263-6
http://doi.org/10.1002/biof.1223
http://www.ncbi.nlm.nih.gov/pubmed/26228307
http://doi.org/10.3390/molecules24183231
http://www.ncbi.nlm.nih.gov/pubmed/31491954
http://doi.org/10.1016/j.bbrc.2015.06.121
http://www.ncbi.nlm.nih.gov/pubmed/26116535
http://doi.org/10.1074/jbc.M115.674861
http://www.ncbi.nlm.nih.gov/pubmed/26627833
http://doi.org/10.1016/S0074-7696(01)05004-5
http://doi.org/10.1016/j.bbalip.2019.05.005
http://doi.org/10.1016/j.celrep.2016.06.025
http://doi.org/10.1016/j.chemosphere.2015.11.031
http://doi.org/10.1016/j.molmet.2021.101169
http://www.ncbi.nlm.nih.gov/pubmed/33484951
http://doi.org/10.1038/oby.2011.144
http://www.ncbi.nlm.nih.gov/pubmed/21633399


Antioxidants 2022, 11, 552 15 of 17

13. Sicari, D.; Delaunay-Moisan, A.; Combettes, L.; Chevet, E.; Igbaria, A. A guide to assessing endoplasmic reticulum homeostasis
and stress in mammalian systems. FEBS J. 2020, 287, 27–42. [CrossRef] [PubMed]

14. Jurkin, J.; Henkel, T.; Nielsen, A.F.; Minnich, M.; Popow, J.; Kaufmann, T.; Heindl, K.; Hoffmann, T.; Busslinger, M.; Martinez, J.
The mammalian tRNA ligase complex mediates splicing of XBP1 mRNA and controls antibody secretion in plasma cells. EMBO J.
2014, 33, 2922–2936. [CrossRef] [PubMed]

15. Calfon, M.; Zeng, H.; Urano, F.; Till, J.H.; Hubbard, S.R.; Harding, H.P.; Clark, S.G.; Ron, D. IRE1 couples endoplasmic reticulum
load to secretory capacity by processing the XBP-1 mRNA. Nature 2002, 415, 92–96. [CrossRef]

16. Carrara, M.; Prischi, F.; Nowak, P.R.; Ali, M.M. Crystal structures reveal transient PERK luminal domain tetramerization in
endoplasmic reticulum stress signaling. EMBO J. 2015, 34, 1589–1600. [CrossRef]

17. Harding, H.P.; Zhang, Y.; Ron, D. Protein translation and folding are coupled by an endoplasmic-reticulum-resident kinase.
Nature 1999, 397, 271–274. [CrossRef]

18. Jin, Y.; Rawson, R.B.; Komuro, R.; Xi, C.; Goldstein, J.L. Er stress induces cleavage of membrane-bound atf6 by the same proteases
that process srebps. Mol. Cell 2000, 6, 1355–1364. [CrossRef]

19. Kokame, K.; Kato, H.; Miyata, T. Identification of ERSE-II, a new cis-acting element responsible for the ATF6-dependent
mammalian unfolded protein response. J. Biol. Chem. 2001, 276, 9199–9205. [CrossRef]

20. Hetz, C. The unfolded protein response: Controlling cell fate decisions under ER stress and beyond. Nat. Rev. Mol. Cell Biol. 2012,
13, 89–102. [CrossRef]

21. Tang, J.Y.; Cao, L.; Jia, G.; Liu, G.M.; Chen, X.L.; Tian, G.; Cai, J.; Shang, H.; Zhao, H. The protective effect of selenium from
heat stress-induced porcine small intestinal epithelial cell line (IPEC-J2) injury is associated with regulation expression of
selenoproteins. Br. J. Nutr. 2019, 122, 1081–1090. [CrossRef] [PubMed]

22. Nassir, F.; Moundras, C.; Bayle, D.; Sérougne, C.; Mazur, A. Effect of selenium deficiency on hepatic lipid and lipoprotein
metabolism in the rat. Br. J. Nutr. 1997, 78, 493–500. [CrossRef] [PubMed]

23. Iizuka, Y.; Sakurai, E.; Hikichi, N. Changes in hepatic lipid metabolism in selenium deficient rats. Jpn. J. Pharmacol. 1996, 71
(Suppl. S1), 251. [CrossRef]

24. Zhao, Z.P.; Barcus, M.; Kim, J.; Lum, K.L.; Mills, C.; Lei, X.G. High dietary selenium intake alters lipid metabolism and protein
synthesis in liver and muscle of pigs. J. Nutr. 2016, 146, 1625–1633. [CrossRef]

25. Kryukov, G.V.; Castellano, S.; Novoselov, S.V.; Lobanov, A.V.; Zehtab, O.; Guigo, R. Characterization of mammalian selenopro-
teomes. Science 2003, 300, 1439–1443. [CrossRef]

26. Reeves, M.A.; Hoffmann, P.R. The human selenoproteome: Recent insights into functions and regulation. Cell. Mol. Life Sci. 2009,
66, 2457–2478. [CrossRef]

27. Kim, C.; Kim, K.H. Selenate prevents adipogenesis through induction of selenoprotein s and attenuation of endoplasmic reticulum
stress. Molecules 2018, 23, 2882. [CrossRef]

28. Jia, S.-Z.; Xu, X.-W.; Zhang, Z.-H.; Chen, C.; Chen, Y.-B.; Huang, S.-L.; Liu, Q.; Hoffmann, P.R.; Song, G.-L. Selenoprotein K
deficiency-induced apoptosis: A role for calpain and the ERS pathway. Redox Biol. 2021, 47, 102154. [CrossRef]

29. Sunde, R.A.; Raines, A.M. Selenium regulation of the selenoprotein and nonselenoprotein transcriptomes in rodents. Adv. Nutr.
2011, 2, 138–150. [CrossRef]

30. Briens, M.; Mercier, Y.; Rouffineau, F.; Vacchina, V.; Geraert, P.A. Comparative study of a new organic selenium source v.
seleno-yeast and mineral selenium sources on muscle selenium enrichment and selenium digestibility in broiler chickens. Br. J.
Nutr. 2013, 110, 617–624. [CrossRef]

31. Yu, B.; Zhang, K.Y.; Yuan, S.B.; Chen, D.W. Effects of oxidative stress on growth performance, nutrient digestibilities and activities
of antioxidative enzymes of weanling pigs. Asian-Austral. J. Anim. Sci. 2008, 20, 1600–1605. [CrossRef]

32. Zhao, H.; Li, K.; Tang, J.Y.; Zhou, J.C.; Wang, K.N.; Xia, X.J.; Lei, X.G. Expression of Selenoprotein Genes Is Affected by Obesity of
Pigs Fed a High-Fat Diet. J. Nutr. 2015, 145, 1394–1401. [CrossRef] [PubMed]

33. Liu, Y.; Tang, J.Y.; He, Y.; Jia, G.; Liu, G.M.; Tian, G.; Chen, X.; Cai, J.; Kang, B.; Zhao, H. Selenogenome and AMPK signal insight
into the protective effect of dietary selenium on chronic heat stress-induced hepatic metabolic disorder in growing pigs. J. Anim.
Sci. Biotechnol. 2021, 12, 68. [CrossRef] [PubMed]

34. Matyas, C.; Hasko, G.; Liaudet, L.; Trojnar, E.; Pacher, P. Interplay of cardiovascular mediators, oxidative stress and inflammation
in liver disease and its complications. Nat. Rev. Cardiol. 2021, 18, 117–135. [CrossRef]

35. Tang, J.Y.; He, Z.; Liu, Y.G.; Jia, G.; Liu, G.M.; Chen, X.L.; Tian, G.; Cai, J.; Kang, B.; Zhao, H. Effect of supplementing hydroxy
selenomethionine on meat quality of yellow feather broiler. Poult. Sci. 2021, 100, 101389. [CrossRef]

36. Mandell, B.F. Alanine aminotransferase: A nonspecific marker of liver disease. Arch. Intern. Med. 1992, 152, 209–213. [CrossRef]
37. Pekarthy, J.M.; Short, J.; Lansing, A.I.; Lieberman, I. Function and control of liver alkaline phosphatase. J. Biol. Chem. 1972, 247,

1767–1774. [CrossRef]
38. Niruba, R.; Dilara, K.; Shubhashini, A.S. Co-relation between Serum triacylglycerol and serum hepatic marker enzymes.

Biomedicine 2011, 31, 360–363.
39. Olivecrona, T.; Olivecrona, G. Lipoprotein lipase and hepatic lipase. Curr. Opin. Lipidol. 1993, 4, 187–196. [CrossRef]
40. Kershaw, E.E. Adipose triglyceride lipase. Diabetes 2006, 55, 148–157. [CrossRef]
41. Semenkovich, C.F. Regulation of fatty acid synthase (FAS). Prog. Lipid Res. 1997, 36, 43–53. [CrossRef]

http://doi.org/10.1111/febs.15107
http://www.ncbi.nlm.nih.gov/pubmed/31647176
http://doi.org/10.15252/embj.201490332
http://www.ncbi.nlm.nih.gov/pubmed/25378478
http://doi.org/10.1038/415092a
http://doi.org/10.15252/embj.201489183
http://doi.org/10.1038/16729
http://doi.org/10.1016/S1097-2765(00)00133-7
http://doi.org/10.1074/jbc.M010486200
http://doi.org/10.1038/nrm3270
http://doi.org/10.1017/S0007114519001910
http://www.ncbi.nlm.nih.gov/pubmed/31637977
http://doi.org/10.1079/BJN19970166
http://www.ncbi.nlm.nih.gov/pubmed/9306889
http://doi.org/10.1016/S0021-5198(19)37245-2
http://doi.org/10.3945/jn.116.229955
http://doi.org/10.1126/science.1083516
http://doi.org/10.1007/s00018-009-0032-4
http://doi.org/10.3390/molecules23112882
http://doi.org/10.1016/j.redox.2021.102154
http://doi.org/10.3945/an.110.000240
http://doi.org/10.1017/S0007114512005545
http://doi.org/10.5713/ajas.2007.1600
http://doi.org/10.3945/jn.115.211318
http://www.ncbi.nlm.nih.gov/pubmed/25972525
http://doi.org/10.1186/s40104-021-00590-2
http://www.ncbi.nlm.nih.gov/pubmed/34116728
http://doi.org/10.1038/s41569-020-0433-5
http://doi.org/10.1016/j.psj.2021.101389
http://doi.org/10.1001/archinte.1992.00400130197038
http://doi.org/10.1016/S0021-9258(19)45541-5
http://doi.org/10.1097/00041433-199306000-00003
http://doi.org/10.2337/diabetes.55.01.06.db05-0982
http://doi.org/10.1016/S0163-7827(97)00003-9


Antioxidants 2022, 11, 552 16 of 17

42. Singh, C.K.; Chhabra, G.; Ndiaye, M.; Garcia-Peterson, L.M.; Mack, N.J.; Ahmad, N. The role of sirtuins in antioxidant and redox
signaling. Antioxid. Redox Signal. 2018, 28, 643–661. [CrossRef] [PubMed]

43. Nasrin, N.; Wu, X.; Fortier, E.; Feng, Y.; Bordone, L. Sirt4 regulates fatty acid oxidation and mitochondrial gene expression in liver
and muscle cells. J. Biol. Chem. 2010, 285, 31995–32002. [CrossRef] [PubMed]

44. Tarantino, G.; Finelli, C.; Scopacasa, F.; Pasanisi, F.; Contaldo, F.; Capone, D.; Savastano, S. Circulating levels of sirtuin 4, a
potential marker of oxidative metabolism, related to coronary artery disease in obese patients suffering from nafld, with normal
or slightly increased liver enzymes. Oxidative Med. Cell. Longev. 2014, 2014, 920676. [CrossRef] [PubMed]

45. Wu, C.H.; Lin, M.C.; Wang, H.C.; Yang, M.Y.; Jou, M.J.; Wang, C.J. Rutin inhibits oleic acid induced lipid accumulation via
reducing lipogenesis and oxidative stress in hepatocarcinoma cells. J. Food Sci. 2011, 76, T65–T72. [CrossRef]

46. Paul, C.; Friedman, J.M. Leptin and the control of metabolism: Role for stearoyl-coa desaturase-1 (scd-1). J. Nutr. 2006, 134,
2455S–2463S. [CrossRef]

47. Choi, C.S.; Savage, D.B.; Kulkarni, A.; Yu, X.X.; Liu, Z.X.; Morino, K.; Kim, S.; Distefano, A.; Samuel, V.T.; Neschen, S.; et al.
Suppression of diacylglycerol acyltransferase-2 (dgat2), but not dgat1, with antisense oligonucleotides reverses diet-induced
hepatic steatosis and insulin resistance. J. Biol. Chem. 2016, 282, 22678–22688. [CrossRef]

48. Delphine, E.; Bronwyn, H.; Pascale, B.; Pascal, F.; Fabienne, F. SREBP transcription factors: Master regulators of lipid homeostasis.
Biochimie 2004, 86, 839–848. [CrossRef]

49. Andresen, B.S.; Olpin, S.; Poorthuis, B.J.; Scholte, H.R.; Vianey-Saban, C.; Wanders, R.; Ijlst, L.; Morris, A.; Pourfarzam, M.;
Bartlett, K.; et al. Clear correlation of genotype with disease phenotype in very-long-chain acyl-coa dehydrogenase deficiency.
Am. J. Hum. Genet. 1999, 64, 479–494. [CrossRef]

50. Recazens, E.; Mouisel, E.; Langin, D. Hormone-sensitive lipase: Sixty years later. Prog. Lipid Res. 2021, 82, 101084. [CrossRef]
51. Woeltje, K.F.; Esser, V.; Weis, B.C.; Cox, W.F.; Schroeder, J.G.; Liao, S.T.; Foster, D.W.; McGarry, J.D. Inter-tissue and inter-species

characteristics of the mitochondrial carnitine palmitoyltransferase enzyme system. J. Biol. Chem. 1990, 265, 10714–10719.
[CrossRef]

52. Wu, W.J.; Feng, Y.; He, X.; Hofstein, H.A.; Raleigh, D.P.; Tonge, P.J. Stereospecificity of the reaction catalyzed by enoyl-coa
hydratase. J. Am. Chem. Soc. 2000, 122, 3987–3994. [CrossRef]

53. Li, G.; Fu, S.; Chen, Y.; Jin, W.; Kang, X. Microrna-15a regulates the differentiation of intramuscular preadipocytes by targeting
acaa1, acox1 and scp2 in chickens. Int. J. Mol. Sci. 2019, 20, 4063. [CrossRef] [PubMed]

54. Zhang, C.; Ge, J.; Lv, M.; Zhang, Q.; Li, J.L. Selenium prevent cadmium-induced hepatotoxicity through modulation of endo-
plasmic reticulum-resident selenoproteins and attenuation of endoplasmic reticulum stress. Environ. Pollut. 2020, 260, 113873.
[CrossRef] [PubMed]

55. Rayman, M.P. Selenium and human health. Lancet 2012, 379, 1256–1268. [CrossRef]
56. Tang, J.Y.; Wang, L.Q.; Jia, G.; Liu, G.; Chen, X.; Tian, G.; Cai, J.-Y.; Shang, H.-Y.; Zhao, H. The hydroxy-analogue of selenomethion-

ine alleviated lipopolysaccharide-induced inflammatory responses is associated with recover expression of several selenoprotein
encoding genes in the spleens of Kunming mice. RSC Adv. 2019, 9, 40462–40470. [CrossRef]

57. Wang, L.Q.; Jing, J.Z.; Yan, H.; Tang, J.Y.; Jia, G.; Liu, G.M.; Chen, X.; Tian, G.; Cai, J.; Shang, H.; et al. Selenium pretreatment
alleviated LPS-induced immunological stress via up-regulation of several selenoprotein encoding genes in murine RAW264.7
cells. Biol. Trace Elem. Res. 2018, 186, 505–513. [CrossRef]

58. Liu, Y.; Yin, S.G.; Tang, J.Y.; Liu, Y.G.; Jia, G.; Liu, G.; Tian, G.; Chen, X.; Cai, J.; Kang, B.; et al. Hydroxy Selenomethionine
Improves Meat Quality through Optimal Skeletal Metabolism and Functions of Selenoproteins of Pigs under Chronic Heat Stress.
Antioxidants 2021, 10, 1558. [CrossRef]

59. Drevet, J.R. The antioxidant glutathione peroxidase family and spermatozoa: A complex story. Mol. Cell. Endocrinol. 2006, 250,
70–79. [CrossRef]

60. Lillig, C.H.; Holmgren, A. Thioredoxin and related molecules-from biology to health and disease. Antioxid. Redox Signal. 2007, 9,
25–47. [CrossRef]

61. Lubos, E.; Loscalzo, J.; Handy, D.E. Glutathione peroxidase-1 in health and disease: From molecular mechanisms to therapeutic
opportunities. Antioxid. Redox Signal. 2011, 15, 1957–1997. [CrossRef] [PubMed]

62. Zhou, J.; Du, S.; Jia, Y.; Huang, K. SelK is a novel ER stress-regulated protein and protects HepG2 cells from ER stress agent-induced
apoptosis. Arch. Biochem. Biophys. 2010, 502, 137–143. [CrossRef]

63. Jurynec, M.J.; Xia, R.; Mackrill, J.J.; Gunther, D.; Crawford, T.; Flanigan, K.M.; Abramson, J.J.; Howard, M.T.; Grunwald, D.J.
Selenoprotein N is required for ryanodine receptor calcium release channel activity in human and zebrafish muscle. Proc. Natl.
Acad. Sci. USA 2008, 105, 12485–12490. [CrossRef] [PubMed]

64. Fomenko, D.E.; Gladyshev, V.N. CxxS:Fold-independent redox motif revealed by genome-wide searches for thiol/disulfide
oxidoreductase function. Protein Sci. 2002, 11, 2285–2296. [CrossRef] [PubMed]

65. Arner, E.S.; Holmgren, A. Physiological functions of thioredoxin and thioredoxin reductase. Eur. J. Biochem. 2000, 267, 6102–6109.
[CrossRef] [PubMed]

66. Dikiy, A.; Novoselov, S.V.; Fomenko, D.E.; Sengupta, A.; Carlson, B.A.; Cerny, R.L.; Ginalski, K.; Grishin, N.V.; Hatfield, D.L.;
Gladyshev, V.N. Selt, selw, selh, and rdx12: Genomics and molecular insights into the functions of selenoproteins of a novel
thioredoxin-like family. Biochemistry 2007, 46, 6871–6882. [CrossRef]

http://doi.org/10.1089/ars.2017.7290
http://www.ncbi.nlm.nih.gov/pubmed/28891317
http://doi.org/10.1074/jbc.M110.124164
http://www.ncbi.nlm.nih.gov/pubmed/20685656
http://doi.org/10.1155/2014/920676
http://www.ncbi.nlm.nih.gov/pubmed/25045415
http://doi.org/10.1111/j.1750-3841.2010.02033.x
http://doi.org/10.1093/jn/134.9.2455S
http://doi.org/10.1074/jbc.M704213200
http://doi.org/10.1016/j.biochi.2004.09.018
http://doi.org/10.1086/302261
http://doi.org/10.1016/j.plipres.2020.101084
http://doi.org/10.1016/S0021-9258(18)87005-3
http://doi.org/10.1021/ja992286h
http://doi.org/10.3390/ijms20164063
http://www.ncbi.nlm.nih.gov/pubmed/31434294
http://doi.org/10.1016/j.envpol.2019.113873
http://www.ncbi.nlm.nih.gov/pubmed/32369892
http://doi.org/10.1016/S0140-6736(11)61452-9
http://doi.org/10.1039/C9RA07260H
http://doi.org/10.1007/s12011-018-1333-y
http://doi.org/10.3390/antiox10101558
http://doi.org/10.1016/j.mce.2005.12.027
http://doi.org/10.1089/ars.2007.9.25
http://doi.org/10.1089/ars.2010.3586
http://www.ncbi.nlm.nih.gov/pubmed/21087145
http://doi.org/10.1016/j.abb.2010.08.001
http://doi.org/10.1073/pnas.0806015105
http://www.ncbi.nlm.nih.gov/pubmed/18713863
http://doi.org/10.1110/ps.0218302
http://www.ncbi.nlm.nih.gov/pubmed/12237451
http://doi.org/10.1046/j.1432-1327.2000.01701.x
http://www.ncbi.nlm.nih.gov/pubmed/11012661
http://doi.org/10.1021/bi602462q


Antioxidants 2022, 11, 552 17 of 17

67. Mujahid, A.; Akiba, Y.; Toyomizu, M. Olive oil-supplemented diet alleviates acute heat stress-induced mitochondrial ROS
production in chicken skeletal muscle. Am. J. Physiol. 2009, 297, R690–R698. [CrossRef]

68. Pitts, M.W.; Hoffmann, P.R. Endoplasmic reticulum-resident selenoproteins as regulators of calcium signaling and homeostasis.
Cell Calcium 2018, 70, 76–86. [CrossRef]

69. Ren, B.Y.; Liu, M.; Ni, J.Z.; Tian, J. Role of Selenoprotein F in Protein Folding and Secretion: Potential Involvement in Human
Disease. Nutrients 2018, 10, 1619. [CrossRef]

70. Zeng, J.H.; Du, S.Q.; Zhou, J.; Huang, K.X. Role of SelS in lipopolysaccharide-induced inflammatory response in hepatoma
HepG2 cells. Arch. Biochem. Biophys. 2008, 478, 1–6. [CrossRef]

71. Huang, J.; Bao, D.; Lei, C.T.; Tang, H.; Zhang, C.Y.; Su, H.; Zhang, C. Selenoprotein T protects against cisplatin-induced acute
kidney injury through suppression of oxidative stress and apoptosis. FASEB J. 2020, 34, 11983–11996. [CrossRef] [PubMed]

72. Gong, T.; Hashimoto, A.C.; Sasuclark, A.R.; Khadka, V.S.; Gurary, A.; Pitts, M.W. Selenoprotein m promotes hypothalamic leptin
signaling and thioredoxin antioxidant activity. Antioxid. Redox Signal. 2019, 35, 775–787. [CrossRef] [PubMed]

http://doi.org/10.1152/ajpregu.90974.2008
http://doi.org/10.1016/j.ceca.2017.05.001
http://doi.org/10.3390/nu10111619
http://doi.org/10.1016/j.abb.2008.07.016
http://doi.org/10.1096/fj.202000180RR
http://www.ncbi.nlm.nih.gov/pubmed/32686857
http://doi.org/10.1089/ars.2018.7594
http://www.ncbi.nlm.nih.gov/pubmed/30648404

	Introduction 
	Materials and Methods 
	Animal, Diet and Experimental Design 
	Sample Collection and Preparation 
	Liver Phenotypic Characteristics and Liver Se Concentration 
	Serum Biochemical Analyses 
	Antioxidant and Lipid Metabolic-Related Enzyme Analyses 
	Q-PCR Analyses of mRNA Abundance 
	Western Blot Analyses 
	Statistical Analysis 

	Results 
	Liver Weight, Index and Se Concentration 
	Hepatic Antioxidant Variables 
	Serum Biochemical Indicators 
	Lipid Metabolic-Related Enzyme Activity and Genes Expression in the Liver 
	ER Stress Biomarkers in the Liver 
	The Expression of Selenotranscriptome in the Liver 
	The mRNA Expression of Major Selenoprotein-Encoding Genes 
	The Correlation Analysis between Selenotranscriptome and Lipid Metabolic-Related Genes 
	The Protein Abundance of Selenoproteins 

	Discussion 
	Conclusions 
	References

