
Citation: Zhao, X.; Liu, Y.; Li, Y.;

Zhang, Y.; Yang, C.; Yao, D. MiR-206

Suppresses Triacylglycerol

Accumulation via Fatty Acid Elongase

6 in Dairy Cow Mammary Epithelial

Cells. Animals 2024, 14, 2590.

https://doi.org/10.3390/

ani14172590

Academic Editor: Oriol Vidal

Received: 16 July 2024

Revised: 30 August 2024

Accepted: 2 September 2024

Published: 6 September 2024

Copyright: © 2024 by the authors.

Licensee MDPI, Basel, Switzerland.

This article is an open access article

distributed under the terms and

conditions of the Creative Commons

Attribution (CC BY) license (https://

creativecommons.org/licenses/by/

4.0/).

animals

Article

MiR-206 Suppresses Triacylglycerol Accumulation via Fatty Acid
Elongase 6 in Dairy Cow Mammary Epithelial Cells
Xin Zhao †, Yu Liu †, Yupeng Li, Yuxin Zhang, Chunlei Yang * and Dawei Yao *

Tianjin Key Laboratory of Animal Molecular Breeding and Biotechnology, Tianjin Engineering Research Center of
Animal Healthy Farming, Institute of Animal Science and Veterinary, Tianjin Academy of Agricultural Sciences,
Tianjin 300381, China; 17852251593@163.com (X.Z.); 17616137227@163.com (Y.L.); 15910772142@163.com (Y.L.);
zyx020302@126.com (Y.Z.)
* Correspondence: yangchunlei86@126.com (C.Y.); yaodawei2008@126.com (D.Y.)
† These authors contributed equally to this work.

Simple Summary: MiR-206 inhibits lipid production in hepatocytes by promoting insulin signaling
pathways. Fatty acid elongase 6 (ELOVL6) is involved in fatty acid metabolism in the liver and
adipocytes and is critical for lipid synthesis and triacylglycerol accumulation. Data obtained in
the present study revealed that miR-206 impacted fatty acid metabolism and the triacylglycerol
concentration directly via ELOVL6 in bovine mammary epithelial cells. Interference with ELOVL6
inhibited the genes related to fatty acid de novo synthesis and desaturation, fatty acid transport,
triacylglycerol synthesis, triacylglycerol hydrolysis, and concentration of long-chain fatty acids. Thus,
manipulating the abundance of miR-206 in vivo might be a way to improve the quality of milk.

Abstract: Cow milk possesses high nutritional value due to its rich array of beneficial fatty acids.
It is important to understand the mechanisms involved in lipid metabolism in dairy cows. These
mechanisms are driven by a complex molecular regulatory network. In addition, there are many
regulatory factors involved in the process of fatty acid metabolism, including transcription factors
and non-coding RNAs, amongst others. MicroRNAs (miRNAs) can regulate the expression of target
genes and modulate various biological processes, including lipid metabolism. Specifically, miR-206
has been reported to impair lipid accumulation in nonruminant hepatocytes. However, the effects
and regulatory mechanisms of miR-206 on lipid metabolism in bovine mammary cells remain unclear.
In the present study, we investigated the effects of miR-206 on lipid-related genes and TAG accumu-
lation. The direct downstream gene of miR-206 was subsequently determined via a dual-luciferase
assay. Finally, the fatty acid content of bovine mammary epithelial cells (BMECs) upon ELOVL6
inhibition was examined. The results revealed that miR-206 overexpression significantly decreased
triacylglycerol (TAG) concentration and abundances of the following: acetyl-coenzyme A carboxylase
alpha (ACACA); fatty acid synthase (FASN); sterol regulatory element binding transcription factor 1
(SREBF1); diacylglycerol acyltransferase 1 (DGAT1); 1-acylglycerol-3-phosphate O-acyltransferase
6 (AGPAT6); lipin 1 (LPIN1); and fatty acid elongase 6 (ELOVL6). Overexpression of miR-206 was
also associated with an increase in patatin-like phospholipase domain-containing 2 (PNPLA2), while
inhibition of miR-206 promoted milk fat metabolism in vitro. In addition, we found that ELOVL6
is a direct target gene of miR-206 through mutation of the binding site. Furthermore, ELOVL6
intervention significantly decreased the TAG levels and elongation indexes of C16:0 and C16:1n-7
in BMECs. Finally, ELOVL6 siRNA partially alleviated the increased TAG accumulation caused by
miR-206 inhibition. In summary, we found that miR-206 inhibits milk fatty acid synthesis and lipid
accumulation by targeting ELOVL6 in BMECs. The results presented in this paper may contribute
to the development of strategies for enhancing the quality of cow milk and its beneficial fatty acids,
from the perspective of miRNA–mRNA networks.
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1. Introduction

Cow milk possesses high nutritional value due to its rich types of short- and medium-
chain fatty acids, which can help alleviate nutrition malabsorption syndrome, small intes-
tine dysfunction, and hereditary pancreatic disease [1]. In addition, the unsaturated fatty
acids in cow milk, such as palmitoleate (16:1 n-7) and oleate (18:1 n-9), which are catalyzed
by stearoyl-CoA desaturase 1 (SCD1) and then elongated by fatty acid elongase 6 (ELOVL6),
are beneficial for human health [2]. Thus, modification of the levels of beneficial fatty acids
in cow milk may be helpful in the implementation of molecular breeding measures for
improving milk quality.

MicroRNAs (miRNAs) are endogenous non-coding RNAs (ncRNAs) that participate
in the post-transcriptional regulation of gene expression [3]. In general, miRNAs regulate
the expression of target genes by binding to the complementary sequence of the 3’ un-
translated region (3’-UTR) through its 5’-terminal 2-8 nucleotides to degrade mRNAs or
inhibit post-transcriptional gene expression [4]. Previous studies have indicated that many
miRNAs play key roles in the regulation of lipid metabolism; these include miR-15b, which
negatively correlates with lipid synthesis proteins [5]; miR-126-3p, which inhibits b-casein
expression [6]; and miR-200a, which regulates milk fat biosynthesis by targeting IRS2 in
bovine mammary epithelial cells (BMECs) [7]. However, the miRNA-mRNA regulatory
network involved in the modulation of milk fat metabolism in the mammary glands of
ruminants has not yet been well characterized.

miR-206 is known to be one of the tumor suppressor miRNAs whose expression is
downregulated in cancer cells. miR-206 can promote apoptosis, induce cell cycle arrest,
and inhibit cell migration in various cancers [8]. It was initially considered to be present
in muscle cells. In bovine skeletal muscle satellite cells, miR-206 promotes myogenic
differentiation and proliferation [9]. A growing body of research has revealed that miR-
206 is also involved in the regulation of lipid metabolism. In one study, it was found
that the expression level of miR-206 was significantly decreased in bovine mammary
gland during the lactation period [10]. miR-206 has also been shown to inhibit de novo
lipogenesis, cholesterol synthesis, and gluconeogenesis in mice [11]. Furthermore, glucose-
6-phosphate dehydrogenase (G6PD) is a key enzyme of the pentose phosphate pathway,
and miR-206 directly binds the 3’-UTR of G6PD mRNA. In another study, it was found
that G6PD overexpression significantly weakened the inhibition of lipid accumulation and
proliferation mediated by miR-206 mimics in hepatocytes [12]. Finally, it is has also been
reported that miR-206 directly targets the liver X receptor (LXRα) which plays a vital role
in the transcriptional regulation of cholesterol metabolism, resulting in a reduction in de
novo lipogenesis, VLDL production, and cholesterol synthesis in hepatocytes [13].

Although the above studies indicate that miR-206 plays an important role in the
process of lipid metabolism in nonruminants, the specific regulatory mechanism by which
miR-206 regulates milk fatty acid metabolism in dairy cows is still unclear. Therefore, the
main objective of this study was to analyze the regulatory mechanism governing the effect
of miRNAs/mRNAs on fatty acid synthesis. In light of this analysis, we then constructed
an miR-206 regulatory signal network. The research reported in this paper provides new
ideas which may contribute to the development of future strategies for improving the
flavor and quality of milk.

2. Materials and Methods
2.1. Cell Culture and Transfection

BMECs were donated by Chen Zhi, an associate researcher from the College of Animal
Science and Technology, Yangzhou University. Animal collection and protocols were
approved by the Animal Care and Use Committee of Institute of Animal Science and
Veterinary, Tianjin Academy of Agricultural Sciences. BMECs were cultured in an incubator
with a CO2 concentration of 5% at 37 ◦C. The culture medium was composed of DMEM/F12,
10% fetal bovine serum, 5 µg/mL insulin, and 10 kU/mL penicillin/streptomycin. To
induce lactogenesis, BMECs used in the experiments described below were cultured in
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a lactogenic medium for 48 h before the beginning of treatment, in line with previously
reported practice [14].

When the cell confluence reached 80%, the siRNA, miRNA-206 mimics, and miRNA-206
inhibitors were transfected into the cells using LipofectamineTM RNAiMAX according to the
manufacturer’s instructions, and 3 replicates were created for each group. The medium was
changed after 24 h of transfection, and the cells were collected after 48 h of incubation.

2.2. RNA Extraction and Real-Time Fluorescence Quantitative PCR

Total RNA was extracted using the TRIzol method and reverse-transcribed into cDNA.
Reverse transcription was executed for both miRNA and total RNA. For each sample, 1 µg
RNA was used in the reverse transcription, and 50 ng RNA was used in RT-qPCR for each
technical duplication. The reactions for miRNA and the total RNA reverse transcription
were both carried out according to the TaKaRa kit instructions.

The effects of miR-206 overexpression and ELOVL6 siRNA intervention on the expres-
sion of genes related to lipid metabolism were examined separately via a two-step RT-qPCR.
The PCR procedure was as follows: 95 ◦C predenaturation for 30 s, followed by 95 ◦C for
5 s, 60 ◦C for 30 s, and 40 cycles. The PCR mixture was as follows: SYBR 5 µL; 10 µmol/L
of upstream and downstream primers, 0.4 µL each; 2 uL of template; and RNase-free water.
Finally, the 2−∆∆Ct method was used for relative quantification, with the cycling threshold
(Ct) of the double internal reference being the geometric mean of two internal reference
genes. Primer sequences were as previously described by Bionaz and Loor [15] (Table 1).

Table 1. Characteristics of the primers used and efficiency of the RT-qPCR reaction.

Gene1 Primer Sequences (5′-3′) Source

ACACA F: CATCTTGTCCGAAACGTCGAT [15]
R: CCCTTCGAACATACACCTCCA

AGPAT6 F: AAGCAAGTTGCCCATCCTCA [15]
R: AAACTGTGGCTCCAATTTCGA

ATGL F: CACCAGCATCCAGTTCAACCT [15]
R: CTGTAGCCCTGTTTGCACATCT

CD36 F: GTACAGATGCAGCCTCATTTCC [15]
R: TGGACCTGCAAATATCAGAGGA

DGAT1 F: CCACTGGGACCTGAGGTGTC [15]
R: GCATCACCACACACCAATTCA

ELOVL6 F: TTACAATGGACCTGTCAGCAAAT [15]
R: TCATAGTCATAAACCAACCACCC

FABP3 F: GAACTCGACTCCCAGCTTGAA [15]
R: AAGCCTACCACAATCATCGAAG

FASN F: ACCTCGTGAAGGCTGTGACTCA [15]
R: TGAGTCGAGGCCAAGGTCTGAA

GPAM F: GCAGGTTTATCCAGTATGGCATT [15]
R: GGACTGATATCTTCCTGATCATCTTG

HSL F: TCAGTGTCCAAGACAGAGCCAAT [15]
R: CATGCAGCTTCAGGCTTTTG

LPIN1 F: TGGCCACCAGAATAAAGCATG [15]
R: GCTGACGCTGGACAACAGG

MRPL39 F: AGGTTCTCTTTTGTTGGCATCC [15]
R: TTGGTCAGAGCCCCAGAAGT

PPARG F: CCAAATATCGGTGGGAGTCG [15]
R: ACAGCGAAGGGCTCACTCTC

SREBF1 F: CCAGCTGACAGCTCCATTGA [15]
R: TGCGCGCCACAAGGA

UXT F: TGTGGCCCTTGGATATGGTT [15]
R: GGTTGTCGCTGAGCTCTGTG

Annealing temperature for all primers in this table is 60 ◦C. UXT, ubiquitously expressed transcript; MRPL39,
mitochondrial ribosomal protein L39; GPAM, glycerol-3-phosphate acyltransferase; AGPAT6, 1-acylglycerol-3-
phosphate O-acyltransferase 6; DGAT1, diacylglycerol acyltransferase 1; LPIN1, lipin 1; SREBF1, sterol regulatory
element binding factor 1; FASN, fatty acid synthase; ACACA, acetyl-coenzyme A carboxylase alpha; ELOVL6, fatty
acid elongase 6; PPARG, peroxisome proliferator-activated receptor gamma; ATGL, adipose triglyceride lipase;
HSL, hormone-sensitive lipase; FABP3, heart-type fatty acid binding protein 3; CD36, thrombospondin receptor.
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2.3. Prediction and Plasmid Construction of miR-206 Target Gene

To explore the mechanism by which miR-206 regulates lipid metabolism, we used
the TargetScan 7.1 database (http://www.targetscan.org/vert_71/, accessed on 1 March
2018) to predict the downstream target genes of miR-206. Moreover, the bovine ELOVL6
3’UTR fragment was amplified via PCR and cloned into the XhoI/NotI digestion site
of the dual-luciferase reporter gene vector psiCHECK-2 to construct a dual-luciferase
reporter gene vector containing the wild-type bovine ELOVL6 3’UTR sequence. Moreover,
a dual-luciferase expression vector containing the mutant ELOVL6 3’UTR sequence was
constructed by site-directed mutation technique, in which the target of the site-directed
mutation was miR-206. The primer sequences are shown in Table 2.

Table 2. Primers used for site-directed mutation of bovine ELOVL6 3′UTR constructs.

Primer Name Primer Sequences (5′-3′)

ELOVL6-3′UTR-F GATGTTTATCATGGGAGGG
ELOVL6-3′UTR-R GAATTGAAGTGCAGTGGAA

MiR-206 binding site ACAUUCCA
Mutation site GUACCUCC

ELOVL6-mut-F CCTGCTGTCATTTAGUACCUCC
ELOVL6-mut-R GCCCAAGTTTTTCGGAGGTAC

2.4. Dual-Luciferase Assays

The cells were co-transfected with miR-206 mimics, inhibitors, and the constructed
recombinant vector. Afterward, the cells were completely lysed by adding cell lysis solution
and centrifuged at 10,000–15,000× g for 3–5 min. The supernatant was then collected for
testing. The activities of firefly luciferase and renal luciferase were measured according to
the instructions of the dual-luciferase reporter gene detection kit, and the ratio of the two
was calculated to represent the relative luciferase activity [14].

2.5. ELOVL6 Interference

Three pairs of experimental siRNAs and control siRNAs targeting the CDS of bovine
ELOVL6 were designed using BLOCK-iT™ RNAi Designer (https://rnaidesigner.thermofisher.
com/rnaiexpress/, accessed on 1 March 2018) (Table 3) and synthesized by Guangzhou Ribo
Biotechnology Co. (Guangzhou, China). The transfection complexes were prepared according
to the manufacturer’s instructions, incubated in the dark for 20 min, and then transfected
into control and treated mammary epithelial cells at the same time, with three replicates in
each group [16]. The expression of the ELOVL6 was measured via RT-qPCR, and the effect of
siRNA intervention of each group was calculated via relative quantification using the 2−∆∆ct

method, which was used to isolate the siRNAs with the most pronounced effect.

Table 3. SiRNA sequence of ELOVL6 gene and control group.

Name Sequence (5′-3′)

siELOVL6-001 GATGTTTATCATGGGAGGG
siELOVL6-002 GAATTGAAGTGCAGTGGAA
siELOVL6-003 ACAUUCCA

siRNA-Scr GUACCUCC

2.6. TAG and Fatty Acid Assays

After the cells were transfected with miR-206 mimics, inhibitors, and ELOVL6 siRNA, a
triacylglycerol assay was performed according to the instructions of the tissue cell triacyl-
glycerol enzyme assay kit. The absorbance at 550 nm was detected using a microplate reader
according to the instructions. The TAG standard curve was constructed, and the concentra-
tion of TAG in the samples was determined. Finally, the TAG content was corrected for the
total protein concentration per mg of cells, in line with previously reported methods [17].

http://www.targetscan.org/vert_71/
https://rnaidesigner.thermofisher.com/rnaiexpress/
https://rnaidesigner.thermofisher.com/rnaiexpress/
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Similarly, after ELOVL6 siRNA was transfected into the cells for 48 h, the cells were
washed three times with PBS; fatty acid extraction and methyl esterification experiments
were then carried out, with three replicates in each group. Fatty acid extraction was carried
out using the method described by Yao et al. [18].

2.7. Statistical Analysis

All data were analyzed using SPSS 19.0 (SPSS Inc., Chicago, IL, USA). The data were
expressed as the mean ± SE (standard error) of three independent experiments. The 2−∆∆Ct

method was used for relative quantitative analysis. The data were considered statistically
significant at p < 0.05 (*, p < 0.05; **, p < 0.01) using Student’s t-test (unpaired and two-tailed)
or a one-way ANOVA.

3. Results
3.1. miR-206 Affects Triacylglycerol Levels and Expression of Genes Related to Lipid Metabolism
in BMECs

To examine the function of miR-206 in BMECs, we designed and synthesized miR-206
mimics and inhibitors and experimentally transfected them. Compared with the control
group, the group transfected with the miR-206 mimics presented an approximately 600-fold
increase in miR-206 expression (p < 0.01; Figure 1A), whereas the group transfected with the
miR-206 inhibitors presented an 80% decrease in miR-206 expression (p < 0.01; Figure 1B).
TAG is the most abundant lipid in milk fat. We measured changes in TAG levels in
BMECs and found that the TAG level was significantly reduced in cells overexpressing
miR-206 (Figure 1C); however, it did not change significantly when miR-206 expression
was inhibited. In conclusion, we found that miR-206 mimics and inhibitors have favorable
transfection efficiency, and miR-206 has an important regulatory effect on intracellular
lipid accumulation.
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Figure 1. Expression analysis of miR-206 in BMECs. (A) Detection of transfection efficiency of miR-206
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Many genes play key regulatory roles in the metabolism of fatty acid, cholesterol,
and glucose. In the present study, we used RT-qPCR to examine whether the differential
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expression of miR-206 could affect the expression of lipid metabolism-related genes. Our
results showed that miR-206 overexpression led to highly significant downregulation in
the expression of seven lipid metabolism-related genes, namely, GPAM, AGPAT6, DGAT1,
LPIN1, SREBF1, FASN, and ELOVL6 (p < 0.01; Figure 2A). In contrast, silencing miR-206
expression significantly upregulated the expression of these genes (p < 0.01; Figure 2B).

Animals 2024, 14, x FOR PEER REVIEW 6 of 15 
 

 
Figure 1. Expression analysis of miR-206 in BMECs. (A) Detection of transfection efficiency of miR-
206 mimics. (B) Detection of transfection efficiency of miR-206 inhibitor. (C,D) Effect of overexpres-
sion or interference of miR-206 on intracellular triglyceride content. **: p < 0.01 v. control; * p < 0.05 
v. control. 

 
Figure 2. Effect of overexpression or interference of miR-206 on expression of genes related to lipid 
accumulation and lipid metabolism. (A) Variation in genes related to lipid metabolism after overex-
pression of miR-206. (B) Variation in genes related to lipid metabolism after miR-206 inhibition. 
Quantitative PCR data were calculated using the 2−ΔΔCt method and are presented as mean ± stand-
ard error of the means for three independent experiments. ** p < 0.01 v. control; * p < 0.05 v. control. 

Figure 2. Effect of overexpression or interference of miR-206 on expression of genes related to lipid accu-
mulation and lipid metabolism. (A) Variation in genes related to lipid metabolism after overexpression
of miR-206. (B) Variation in genes related to lipid metabolism after miR-206 inhibition. Quantitative
PCR data were calculated using the 2−∆∆Ct method and are presented as mean ± standard error of the
means for three independent experiments. ** p < 0.01 v. control; * p < 0.05 v. control.

3.2. miR-206 Directly Targets the 3′-UTR of ELOVL6 mRNA

ELOVL6 is an important rate-limiting enzyme in fatty acid synthesis. After overex-
pressing or silencing miR-206, we found that miR-206 could regulate the expression level of
ELOVL6. We also discovered that miR-206 is more conserved in humans and chimpanzees
(Figure 3A) and that miR-206 binds to the ELOVL6 3’UTR (Figure 3B). Consequently, we
hypothesized that ELOVL6 is a potential target gene for miR-206.

To confirm that ELOVL6 is a direct target of miR-206, we constructed a psiCHECK-
2-ELOVL6 3’-UTR recombinant plasmid and carried out luciferase reporter analysis. The
results demonstrated that miR-206 overexpression significantly reduced the activity of
dual-luciferase reporter gene expression when the ELOVL6 3’UTR was a wild type (p < 0.05;
Figure 3C). Similarly, silencing miR-206 expression significantly increased the activity of
dual-luciferase reporter gene expression (p < 0.05; Figure 3D). However, miR-206 had no
effect on the expression of the dual-luciferase reporter gene when the ELOVL6 3’UTR was
mutated. Taken together, these findings indicated that miR-206 can act directly on the
bovine ELOVL6 3’UTR target site.
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3.3. Interference with ELOVL6 Expression Decreases the Expression of Lipid Metabolism-Related
Genes in BMECs

To study the role played by ELOVL6 in BMECs through siRNA, we first selected
effective siRNAs. Three pairs of experimental ELOVL6 siRNA and control siRNA were
transfected into mammary epithelial cells, and their transfection efficiency was examined
using RT-qPCR. Compared with the control groups, all three ELOVL6 siRNA RNA groups
were found to have highly significant silencing effects (p < 0.01; Figure 4A), with ELOVL6
siRNA-003 having the highest gene-silencing efficiency.

The screened effective ELOVL6 siRNA was transfected into mammary epithelial cells,
and RT-qPCR was used to measure the expression of genes related to milk lipid synthesis.
The results suggested that the expression of fatty acid de novo synthesis and desaturation-
related genes (ACACA, SREBF1, PPARG, and SCD1), fatty acid transport-related genes
(FABP3), triacylglycerol synthesis-related genes (DGAT1 and AGPAT6), and triacylglycerol
hydrolysis-related genes (HSL) were significantly decreased (p < 0.05; Figure 4). In light
of these results, we speculated that ELOVL6 plays an important regulatory role in BMEC
lipid metabolism.
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Figure 4. Detection of ELOVL6 interference efficiency and effect of ELOVL6 inhibition on genes related
to lipid metabolism. (A) All three siELOVL6 could significantly interfere with the expression of
ELOVL6. (B) Expression changes in genes related to de novo fatty acid synthesis and desaturation after
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after ELOVL6 inhibition. (D) Expression of TAG synthesis-related genes after ELOVL6 inhibition.
(E) Expression of TAG degradation related genes after ELOVL6 interference. * p < 0.05 v. control,
** p < 0.01 v. control.

3.4. Interference with ELOVL6 Expression Affects Intracellular Fatty Acid Composition

To further validate the function of ELOVL6, total intracellular fatty acid was extracted
and its components were determined using gas chromatography–mass spectrometry. We
found that interference with ELOVL6 expression decreased the desaturation index of
palmitoleic acid (C16:1) (p < 0.05). In addition, it also significantly decreased the elongation
indexes of palmitic acid (C16:0) and palmitoleic acid (C16:1 n-7) (p < 0.05; Figure 5). We
further investigated the fatty acid fractions and found that the ratios of stearic acid (C18:0),
oleic acid (C18:1 n-9), and oleic acid (C18:1 n-7) were significantly lower (p < 0.05; Figure 6A).
These data suggested that interference with ELOVL6 expression leads to certain dynamic
changes in milk fatty acid synthesis in BMECs.
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3.5. ELOVL6 siRNA Partially Reverses the Decrease in TAG Levels Caused by Inhibition
of miR-206

For the above study, we designed three different groups: the miR-206 inhibitor and
control siRNA (control); the miR-206 inhibitor and control siRNA (control + inhibitor);
and the miR-206 inhibitor and siRNA-ELOVL6 (inhibitor + siRNA). The regulatory role of
miR-206 on ELOVL6 was further demonstrated by detecting changes in the intracellular
TAG content. TAG levels were significantly increased when miR-206 was inhibited (control
+ inhibitor) (p < 0.05), but this effect was partially lost with the addition of siRNA-ELOVL6
(inhibitor + siRNA) (Figure 6C). Consequently, we speculated that inhibition of intracellular
miR-206 expression using miR-206 inhibitors increases the expression of endogenous
ELOVL6, and the addition of siRNA-ELOVL6 counteracts some of the overexpression of
ELOVL6, resulting in changes in cellular function. In summary, the results of the present
study indicated that miR-206 regulates the metabolic process of fatty acids in BMECs
through ELOVL6.

4. Discussion

miR-206 is a member of the myomiR family of miRNAs (i.e., miR-1, miR-133, and miR-
206), which is absent in white adipocytes and specifically expressed in brown adipocytes [19].
MiRNA microarray analysis has shown that miR-206 is significantly downregulated and
persistently expressed at low levels throughout adipogenesis under treatment culture condi-
tions [20]. In light of this, we speculated that miR-206 might play an important regulatory
role in lipid metabolism. In the present study, we found that miR-206 mimics significantly
inhibited lipid accumulation and TAG levels in BMECs. This result is consistent with a
reduction in positive Oil Red O staining after miR-206 overexpression in 3T3-L1 cells [21]. In
contrast, transfection of hepatoblastoma (HepG2) cells with miR-206 mimics was found to
increase lipid accumulation and attenuate triiodothyronine (T3)-induced downregulation of
TAG in HepG2 cells [22]. This may have been because the mechanism of action of miR-206
varies in different cells. In conclusion, we demonstrated that miR-206 is involved in the
regulation of lipid metabolism and is associated with milk lipid metabolism and secretion.

SREBP1 is central to the transcriptional regulation of mammalian milk fat synthe-
sis [17]. In BMECs, SREBP1 has been shown to play a significant role in the transcrip-
tional regulation of many genes related to milk fat metabolism by overexpression and
knockdown [23]. This role was confirmed in the present study. We found that miR-206
overexpression significantly suppressed SREBF1 expression and knockdown of miR-206
upregulated SREBF1 expression [24]. A recent survey demonstrated that overexpression of
SREBF1 increased FASN expression in GMECs [17]. FASN is the key enzyme in the de novo
synthesis of milk fatty acids, as it catalyzes all reaction steps in the synthesis of saturated
fatty acids by acetyl-CoA and malonyl-CoA in an NADPH-dependent manner [25]. In
the present study, changes in FASN expression after promotion or inhibition of miR-206
expression were found to be consistent with changes in SREBP1. In nonruminants, SREBP1
directly controls the expression of FASN [26]. In the present study, we again confirmed
the fact that FASN is a target gene of SREBP1. Previous research has also shown that
miR-1/miR-206 inhibits LXRα expression at the mRNA and protein levels in hepatocytes,
as well as the expression of ACACA, a target gene of LXRα [13,26]. In the present study,
the downregulation of ACACA after overexpression of miR-206 in BMECs was found to
be consistent with that observed in hepatocytes. These data suggested that miR-206 may
control fatty acid metabolism by regulating the expression of genes related to the de novo
synthesis of fatty acids.

In the present study, we also found that the TAG synthesis-related gene GPAM was
correspondingly down- or upregulated during miR-206 overexpression or disruption,
respectively. The GPAM gene promotes the synthesis of TAG in the lipid metabolism path-
way [27]. It was indicated that overexpression of miR-223 in intramuscular preadipocytes
accelerated cell differentiation and reduced the number of lipid droplets in adipocytes by
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downregulating GPAM expression [28]. Accordingly, controlling the expression of miR-206
may affect the intracellular TAG content as well as the size and number of lipid droplets.

Notably, we found that ELOVL6 was significantly affected by miR-206 overexpression
or silencing. We also discovered that ELOVL6 is a downstream target gene of miR-206 after
software prediction. ELOVL6 is a key regulator of fatty acid composition; it catalyzes the
extension of C12-16 saturated and monounsaturated fatty acid chains to form C18 fatty
acids, such as stearic acid (C18:0) and oleic acid (C18:1n-9) [29,30]. ELOVL6 has been shown
to affect TAG synthesis by altering fatty acid synthesis in buffalo and has been shown
to impact the expression of genes related to milk fat metabolism, such as ACACA and
FABP3 [2]. The authors of one recent study concluded that knockdown of the ELOVL6 gene
significantly increased the expression of the fatty acid desaturase (SCD1) and the fatty acid
oxidation gene (CPT1) and that lipid accumulation in cells was significantly higher [31].
FABP3 is involved in the cellular uptake and metabolism of long-chain fatty acids; it is
an intracellular protein which is involved in the transport of fatty acids from the plasma
membrane to sites of β-oxidation and triacylglycerol or phospholipid synthesis [32]. In
light of these findings, we conjectured that the significant downregulation of FABP3 gene
expression might be due to a reduction in the amount of FABP3-bound long-chain fatty
acids caused by interference with ELOVL6 expression.

Previous studies have also revealed that DGAT1 is significantly associated with milk
lipid levels [33–35]. In one such work, it has shown that overexpression of DGAT1 in bovine
muscle cells significantly increased TAG levels [34]. The final step of TAG synthesis is
regulated by DGAT1 and DGAT2 [36]; these catalyze the esterification of acyl-CoA with
diacylglycerol (DAG) to form TAG, which then migrates from the endoplasmic reticulum
into the cytoplasm to form lipid droplets [37]. In the present study, we observed that
downregulation of ELOVL6 significantly decreased the expression of the DGAT1 gene, and
ELOVL6 may indirectly affect TAG synthesis by regulating the expression of TAG synthesis-
related genes. In previous studies, it was demonstrated that knockdown of ELOVL6
decreased the concentrations of C18:1 n-7 and C18:1 n-9 but increased the concentration
of C16:0 in GMECs [38]. Conversely, in the present work, we found that downregulation
of ELOVL6 gene expression decreased the C16:0 and C16:1 n-7 elongation indices in
BMECs by detecting fatty acids, while the C16:1 desaturation index was also significantly
downregulated. These findings imply that the ELOVL6 gene is able to regulate fatty acid
synthesis in ruminant mammary cells.

Interestingly, C18:1 n-9 is the preferred substrate for the synthesis of TAG [39]. This
fatty acid is synthesized in the C18:0 desaturation process. In light of this, we presumed that
the function of ELOVL6 is to provide additional substrates for TAG synthesis. Our results
revealed that TAG concentrations increased after overexpression of ELOVL6 and decreased
after knockdown of ELOVL6 in GMECs [38]. This finding was further confirmed in BMECs.
A GMEC “rescue” assay then showed that miR-183 inhibited milk lipid synthesis by regu-
lating MST1 [5]. We used the same approach to demonstrate that ELOVL6 siRNA partially
reversed the decrease in TAG levels caused by miR-206 overexpression. In summary, we
verified that miR-206 regulates milk lipid metabolism in BMECs by targeting ELOVL6.

In addition, the fact that miR-206 overexpression is known to impact a broad range of
genes involved in lipid metabolism suggests that there may be some potential upstream
regulators of miR-206 in BMECs. A study revealed that LncMALAT1 can promote the
expression of CD36 through binding with miR-206 in hepatocytes, resulting in increased
lipid accumulation [40]. RMRP can bind to miR-206, downregulate its expression and thus
promote lipid accumulation by upregulating the PTPN1-PP2ASP1-SREBP1C pathway [41].
Therefore, some upstream regulators or non-coding RNAs may be involved in regulation of
miR-206 and subsequently affect the expression of lipid-related genes, ultimately causing
changes in lipid metabolism in BMECs.

Although our results prove that miR-206 can regulate milk lipid metabolism by directly
targeting ELOVL6, there are some limitations in the present study. The mechanisms of
action of other genes related to miR-206 regulation of lipid metabolism, such as FABP3 and
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DGAT1, and the interactions between these genes under miR-206 regulation need to be
further explored. Despite these limitations, the findings presented here support the idea that
miR-206 plays an important role in mammary lipid metabolism in mammalian ruminants.

5. Conclusions

In summary, in the present study, we found that miR-206 plays an important role in
lipid metabolism in dairy cow mammary epithelial cells. It can directly bind to ELOVL6
to regulate the content of long-chain fatty acids in the mammary epithelia cells. How-
ever, the upstream regulators and the other downstream genes of miR-206 need to be
further explored if a relatively complete signaling pathway in BMECs is to be constructed.
Nevertheless, the results presented in this paper may contribute to improving milk qual-
ity by regulating the expression of miR-206 or its regulators in the mammary glands of
dairy cows.

Author Contributions: Conceptualization, D.Y.; validation, Y.L. (Yu Liu); formal analysis, Y.Z.; investi-
gation, Y.L. (Yupeng Li); data curation, Y.Z.; writing—original draft preparation, X.Z.; writing—review
and editing, D.Y.; supervision, C.Y.; funding acquisition, D.Y. All authors have read and agreed to the
published version of the manuscript.

Funding: This research was jointly funded by National Natural Science Foundation of China (No.31702095
to Dawei Yao), the Open project of State Key Laboratory of Animal Biotech Breeding (No.2024SKLAB6-4
to Dawei Yao; 2024SKLAB6-11 to Xiaofei Guo), Tianjin Key R&D Plan (No.23YFZCSN00170 to Xiaosheng
Zhang), Natural Science Foundation of Tianjin (No.23JCYBJC00260 to Xiaofei Guo), Tianjin Academy of
Agricultural Sciences Seed Industry Innovation Project (No.2024ZYCX012 to Minghua Yan), and Tianjin
Science and Technology Plan Project (No.23ZYCGSN00090 to Xiaofei Guo, 23ZYCGSN00110 to Jinlong
Zhang, 22ZXZYSN00010 to Longbin Chen).

Institutional Review Board Statement: Animal Ethics Committee of the Tianjin Academy of Agricultural
Sciences Institute of Animal Husbandry and Veterinary Medicine ethics approval number 202406.

Informed Consent Statement: Not applicable.

Data Availability Statement: The data are available online at https://doi.org/10.6084/m9.figshare.
26304157.

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

References
1. Samsø Mathiasen, S.; Kanta, J.M.; Frydenberg, R.P.; Lundsgaard, A.; Guo, Z.; Fritzen, A.M.; Kiens, B.; Wiking, L.; Kleinert, M.

Novel Methodology to Enrich Medium- and Short-Chain Fatty Acids in Milk Fat to Improve Metabolic Health. Food Funct. 2024,
15, 7951–7960. [CrossRef]

2. Fan, X.; Zhu, W.; Qiu, L.; Zhang, G.; Zhang, Y.; Miao, Y. Elongase of Very Long Chain Fatty Acids 6 (ELOVL6) Promotes Lipid
Synthesis in Buffalo Mammary Epithelial Cells. J. Anim. Physiol. Anim. Nutr. 2022, 106, 1–11. [CrossRef] [PubMed]

3. Diener, C.; Keller, A.; Meese, E. Emerging Concepts of miRNA Therapeutics: From Cells to Clinic. Trends Genet. 2022, 38, 613–626.
[CrossRef]

4. Zanoaga, O.; Braicu, C.; Jurj, A.; Berindan-Neagoe, I. Chapter 8—MicroRNA-Mediated Transcriptional and Posttranscriptional
Regulation. In MicroRNA; Xiao, J., Ed.; Academic Press: Cambridge, MA, USA, 2022; pp. 141–152. ISBN 978-0-323-89774-7.

5. Chu, M.; Zhao, Y.; Yu, S.; Hao, Y.; Zhang, P.; Feng, Y.; Zhang, H.; Ma, D.; Liu, J.; Cheng, M.; et al. miR-15b Negatively Correlates
with Lipid Metabolism in Mammary Epithelial Cells. Am. J. Physiol. Cell Physiol. 2018, 314, C43–C52. [CrossRef] [PubMed]

6. Luo, W.; Yan, D.; Song, Z.; Zhu, X.; Liu, X.; Li, X.; Zhao, S. miR-126-3p Sensitizes Glioblastoma Cells to Temozolomide by
Inactivating Wnt/β-Catenin Signaling via Targeting SOX2. Life Sci. 2019, 226, 98–106. [CrossRef]

7. Tan, J.; Yang, B.; Qiu, L.; He, R.; Wu, Z.; Ye, M.; Zan, L.; Yang, W. Bta-miR-200a Regulates Milk Fat Biosynthesis by Targeting
IRS2 to Inhibit the PI3K/Akt Signal Pathway in Bovine Mammary Epithelial Cells. J. Agric. Food Chem. 2024, 72, 16449–16460.
[CrossRef]

8. Khalilian, S.; Hosseini Imani, S.Z.; Ghafouri-Fard, S. Emerging Roles and Mechanisms of miR-206 in Human Disorders: A
Comprehensive Review. Cancer Cell Int. 2022, 22, 412. [CrossRef]

9. Dai, Y.; Wang, Y.M.; Zhang, W.R.; Liu, X.F.; Li, X.; Ding, X.B.; Guo, H. The Role of microRNA-1 and microRNA-206 in the
Proliferation and Differentiation of Bovine Skeletal Muscle Satellite Cells. In Vitro Cell. Dev. Biol. Anim. 2016, 52, 27–34. [CrossRef]

https://doi.org/10.6084/m9.figshare.26304157
https://doi.org/10.6084/m9.figshare.26304157
https://doi.org/10.1039/D4FO00267A
https://doi.org/10.1111/jpn.13536
https://www.ncbi.nlm.nih.gov/pubmed/33742447
https://doi.org/10.1016/j.tig.2022.02.006
https://doi.org/10.1152/ajpcell.00115.2017
https://www.ncbi.nlm.nih.gov/pubmed/28835435
https://doi.org/10.1016/j.lfs.2019.04.023
https://doi.org/10.1021/acs.jafc.4c02508
https://doi.org/10.1186/s12935-022-02833-2
https://doi.org/10.1007/s11626-015-9953-4


Animals 2024, 14, 2590 13 of 14

10. Chen, Z.; Chu, S.; Wang, X.; Fan, Y.; Zhan, T.; Arbab, A.A.I.; Li, M.; Zhang, H.; Mao, Y.; Loor, J.J.; et al. MicroRNA-106b Regulates
Milk Fat Metabolism via ATP Binding Cassette Subfamily A Member 1 (ABCA1) in Bovine Mammary Epithelial Cells. J. Agric.
Food Chem. 2019, 67, 3981–3990. [CrossRef]

11. Li, C.; Tian, J.; Liu, N.; Song, D.; Steer, C.J.; Han, Q.; Song, G. MicroRNA-206 as a Potential Cholesterol-Lowering Drug Is Superior
to Statins in Mice. J. Lipid Res. 2024, 65, 100576. [CrossRef]

12. Wang, A.; Chen, B.; Jian, S.; Cai, W.; Xiao, M.; Du, G. miR-206-G6PD Axis Regulates Lipogenesis and Cell Growth in Hepatocellular
Carcinoma Cell. Anticancer Drugs 2021, 32, 508–516. [CrossRef]

13. Liu, N.; Tian, J.; Steer, C.J.; Han, Q.; Song, G. MicroRNA-206-3p Suppresses Hepatic Lipogenesis and Cholesterol Synthesis While
Driving Cholesterol Efflux. Hepatology, 2023; ahead of print. [CrossRef]

14. Chen, Z.; Cao, X.; Lu, Q.; Zhou, J.; Wang, Y.; Wu, Y.; Mao, Y.; Xu, H.; Yang, Z. Circ01592 Regulates Unsaturated Fatty Acid
Metabolism through Adsorbing miR-218 in Bovine Mammary Epithelial Cells. Food Funct. 2021, 12, 12047–12058. [CrossRef]

15. Bionaz, M.; Loor, J.J. Gene Networks Driving Bovine Milk Fat Synthesis during the Lactation Cycle. BMC Genom. 2008, 9, 366.
[CrossRef] [PubMed]

16. Shi, H.; Jiang, N.; Wei, L.; Cai, J.; Zhang, W.; Jiang, Q.; Loor, J.J.; Liu, J. AMPK-ChREBP Axis Mediates de Novo Milk Fatty Acid
Synthesis Promoted by Glucose in the Mammary Gland of Lactating Goats. Anim. Nutr. 2022, 10, 234–242. [CrossRef]

17. Zhang, W.; Zhang, C.; Luo, J.; Xu, H.; Liu, J.; Loor, J.J.; Shi, H. The LXRB-SREBP1 Network Regulates Lipogenic Homeostasis by
Controlling the Synthesis of Polyunsaturated Fatty Acids in Goat Mammary Epithelial Cells. J. Anim. Sci. Biotechnol. 2022, 13, 120.
[CrossRef]

18. Yao, D.W.; Luo, J.; He, Q.Y.; Wu, M.; Shi, H.B.; Wang, H.; Wang, M.; Xu, H.F.; Loor, J.J. Thyroid Hormone Responsive (THRSP)
Promotes the Synthesis of Medium-Chain Fatty Acids in Goat Mammary Epithelial Cells. J. Dairy Sci. 2016, 99, 3124–3133.
[CrossRef]

19. Walden, T.B.; Timmons, J.A.; Keller, P.; Nedergaard, J.; Cannon, B. Distinct Expression of Muscle-Specific microRNAs (Myomirs)
in Brown Adipocytes. J. Cell Physiol. 2009, 218, 444–449. [CrossRef] [PubMed]

20. Mikkelsen, T.S.; Xu, Z.; Zhang, X.; Wang, L.; Gimble, J.M.; Lander, E.S.; Rosen, E.D. Comparative Epigenomic Analysis of Murine
and Human Adipogenesis. Cell 2010, 143, 156–169. [CrossRef] [PubMed]

21. Tang, R.; Ma, F.; Li, W.; Ouyang, S.; Liu, Z.; Wu, J. miR-206-3p Inhibits 3T3-L1 Cell Adipogenesis via the c-Met/PI3K/Akt Pathway.
Int. J. Mol. Sci. 2017, 18, 1510. [CrossRef]

22. Zheng, Y.; Zhao, C.; Zhang, N.; Kang, W.; Lu, R.; Wu, H.; Geng, Y.; Zhao, Y.; Xu, X. Serum microRNA miR-206 Is Decreased in
Hyperthyroidism and Mediates Thyroid Hormone Regulation of Lipid Metabolism in HepG2 Human Hepatoblastoma Cells.
Mol. Med. Rep. 2018, 17, 5635–5641. [CrossRef]

23. Li, N.; Zhao, F.; Wei, C.; Liang, M.; Zhang, N.; Wang, C.; Li, Q.-Z.; Gao, X.-J. Function of SREBP1 in the Milk Fat Synthesis of
Dairy Cow Mammary Epithelial Cells. Int. J. Mol. Sci. 2014, 15, 16998–17013. [CrossRef]

24. Vinod, M.; Chennamsetty, I.; Colin, S.; Belloy, L.; De Paoli, F.; Schaider, H.; Graier, W.F.; Frank, S.; Kratky, D.; Staels, B.; et al.
miR-206 Controls LXRα Expression and Promotes LXR-Mediated Cholesterol Efflux in Macrophages. Biochim. Biophys. Acta 2014,
1841, 827–835. [CrossRef] [PubMed]

25. Gu, L.; Zhu, Y.; Lin, X.; Tan, X.; Lu, B.; Li, Y. Stabilization of FASN by ACAT1-Mediated GNPAT Acetylation Promotes Lipid
Metabolism and Hepatocarcinogenesis. Oncogene 2020, 39, 2437–2449. [CrossRef]

26. Lin, P.; Yang, X.; Wang, L.; Zou, X.; Mu, L.; Xu, C.; Yang, X. Novel Artesunate-Metformin Conjugate Inhibits Bladder Cancer Cell
Growth Associated with Clusterin/SREBP1/FASN Signaling Pathway. Korean J. Physiol. Pharmacol. 2024, 28, 219–227. [CrossRef]

27. Yu, H.; Zhao, Z.; Yu, X.; Li, J.; Lu, C.; Yang, R. Bovine Lipid Metabolism Related Gene GPAM: Molecular Characterization,
Function Identification, and Association Analysis with Fat Deposition Traits. Gene 2017, 609, 9–18. [CrossRef]

28. Li, F.; Li, D.; Zhang, M.; Sun, J.; Li, W.; Jiang, R.; Han, R.; Wang, Y.; Tian, Y.; Kang, X.; et al. miRNA-223 Targets the GPAM Gene
and Regulates the Differentiation of Intramuscular Adipocytes. Gene 2019, 685, 106–113. [CrossRef] [PubMed]

29. Matsuzaka, T. Role of Fatty Acid Elongase Elovl6 in the Regulation of Energy Metabolism and Pathophysiological Significance in
Diabetes. Diabetol. Int. 2021, 12, 68–73. [CrossRef] [PubMed]

30. Junjvlieke, Z.; Khan, R.; Mei, C.; Cheng, G.; Wang, S.; Raza, S.H.A.; Hong, J.; Wang, X.; Yang, W.; Zan, L. Effect of ELOVL6 on the
Lipid Metabolism of Bovine Adipocytes. Genomics 2020, 112, 2282–2290. [CrossRef]

31. Su, Y.-C.; Feng, Y.-H.; Wu, H.-T.; Huang, Y.-S.; Tung, C.-L.; Wu, P.; Chang, C.-J.; Shiau, A.-L.; Wu, C.-L. Elovl6 Is a Negative
Clinical Predictor for Liver Cancer and Knockdown of Elovl6 Reduces Murine Liver Cancer Progression. Sci. Rep. 2018, 8, 6586.
[CrossRef]

32. Michler, S.; Schöffmann, F.A.; Robaa, D.; Volmer, J.; Hinderberger, D. Fatty Acid Binding to the Human Transport Proteins FABP3,
FABP4, and FABP5 from a Ligand’s Perspective. J. Biol. Chem. 2024, 300, 107396. [CrossRef]

33. Tăbăran, A.; Balteanu, V.A.; Gal, E.; Pusta, D.; Mihaiu, R.; Dan, S.D.; Tăbăran, A.F.; Mihaiu, M. Influence of DGAT1 K232A
Polymorphism on Milk Fat Percentage and Fatty Acid Profiles in Romanian Holstein Cattle. Anim. Biotechnol. 2015, 26, 105–111.
[CrossRef]

34. Tzompa-Sosa, D.A.; van Valenberg, H.J.F.; van Aken, G.A.; Bovenhuis, H. Milk Fat Triacylglycerols and Their Relations with Milk
Fatty Acid Composition, DGAT1 K232A Polymorphism, and Milk Production Traits. J. Dairy Sci. 2016, 99, 3624–3631. [CrossRef]
[PubMed]

https://doi.org/10.1021/acs.jafc.9b00622
https://doi.org/10.1016/j.jlr.2024.100576
https://doi.org/10.1097/CAD.0000000000001069
https://doi.org/10.1097/HEP.0000000000000672
https://doi.org/10.1039/D1FO02797B
https://doi.org/10.1186/1471-2164-9-366
https://www.ncbi.nlm.nih.gov/pubmed/18671863
https://doi.org/10.1016/j.aninu.2022.05.003
https://doi.org/10.1186/s40104-022-00774-4
https://doi.org/10.3168/jds.2015-10632
https://doi.org/10.1002/jcp.21621
https://www.ncbi.nlm.nih.gov/pubmed/18937285
https://doi.org/10.1016/j.cell.2010.09.006
https://www.ncbi.nlm.nih.gov/pubmed/20887899
https://doi.org/10.3390/ijms18071510
https://doi.org/10.3892/mmr.2018.8633
https://doi.org/10.3390/ijms150916998
https://doi.org/10.1016/j.bbalip.2014.02.006
https://www.ncbi.nlm.nih.gov/pubmed/24603323
https://doi.org/10.1038/s41388-020-1156-0
https://doi.org/10.4196/kjpp.2024.28.3.219
https://doi.org/10.1016/j.gene.2017.01.031
https://doi.org/10.1016/j.gene.2018.10.054
https://www.ncbi.nlm.nih.gov/pubmed/30389563
https://doi.org/10.1007/s13340-020-00481-3
https://www.ncbi.nlm.nih.gov/pubmed/33479581
https://doi.org/10.1016/j.ygeno.2019.12.024
https://doi.org/10.1038/s41598-018-24633-3
https://doi.org/10.1016/j.jbc.2024.107396
https://doi.org/10.1080/10495398.2014.933740
https://doi.org/10.3168/jds.2015-10592
https://www.ncbi.nlm.nih.gov/pubmed/26971154


Animals 2024, 14, 2590 14 of 14

35. Pacheco-Pappenheim, S.; Yener, S.; van Valenberg, H.J.F.; Tzompa-Sosa, D.A.; Bovenhuis, H. The DGAT1 K232A Polymorphism
and Feeding Modify Milk Fat Triacylglycerol Composition. J. Dairy Sci. 2019, 102, 6842–6852. [CrossRef]

36. Løvsletten, N.G.; Vu, H.; Skagen, C.; Lund, J.; Kase, E.T.; Thoresen, G.H.; Zammit, V.A.; Rustan, A.C. Treatment of Human Skeletal
Muscle Cells with Inhibitors of Diacylglycerol Acyltransferases 1 and 2 to Explore Isozyme-Specific Roles on Lipid Metabolism.
Sci. Rep. 2020, 10, 238. [CrossRef] [PubMed]

37. Cheng, X.; Geng, F.; Pan, M.; Wu, X.; Zhong, Y.; Wang, C.; Tian, Z.; Cheng, C.; Zhang, R.; Puduvalli, V.; et al. Targeting DGAT1
Ameliorates Glioblastoma by Increasing Fat Catabolism and Oxidative Stress. Cell Metab. 2020, 32, 229–242.e8. [CrossRef]

38. Shi, H.B.; Wu, M.; Zhu, J.J.; Zhang, C.H.; Yao, D.W.; Luo, J.; Loor, J.J. Fatty Acid Elongase 6 Plays a Role in the Synthesis of
Long-Chain Fatty Acids in Goat Mammary Epithelial Cells. J. Dairy Sci. 2017, 100, 4987–4995. [CrossRef]

39. Green, C.D.; Ozguden-Akkoc, C.G.; Wang, Y.; Jump, D.B.; Olson, L.K. Role of Fatty Acid Elongases in Determination of de Novo
Synthesized Monounsaturated Fatty Acid Species. J. Lipid Res. 2010, 51, 1871–1877. [CrossRef] [PubMed]

40. Xiang, J.; Deng, Y.-Y.; Liu, H.-X.; Pu, Y. LncRNA MALAT1 Promotes PPARα/CD36-Mediated Hepatic Lipogenesis in Nonalcoholic
Fatty Liver Disease by Modulating miR-206/ARNT Axis. Front. Bioeng. Biotechnol. 2022, 10, 858558. [CrossRef]

41. Yin, J.; Chen, X.; Zhang, F.; Zhao, M. RMRP Inhibition Prevents NAFLD Progression in Rats via Regulating miR-206/PTPN1 Axis.
Mamm. Genome 2022, 33, 480–489. [CrossRef]

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

https://doi.org/10.3168/jds.2019-16554
https://doi.org/10.1038/s41598-019-57157-5
https://www.ncbi.nlm.nih.gov/pubmed/31937853
https://doi.org/10.1016/j.cmet.2020.06.002
https://doi.org/10.3168/jds.2016-12159
https://doi.org/10.1194/jlr.M004747
https://www.ncbi.nlm.nih.gov/pubmed/20228221
https://doi.org/10.3389/fbioe.2022.858558
https://doi.org/10.1007/s00335-022-09945-0

	Introduction 
	Materials and Methods 
	Cell Culture and Transfection 
	RNA Extraction and Real-Time Fluorescence Quantitative PCR 
	Prediction and Plasmid Construction of miR-206 Target Gene 
	Dual-Luciferase Assays 
	ELOVL6 Interference 
	TAG and Fatty Acid Assays 
	Statistical Analysis 

	Results 
	miR-206 Affects Triacylglycerol Levels and Expression of Genes Related to Lipid Metabolismin BMECs 
	miR-206 Directly Targets the 3'-UTR of ELOVL6 mRNA 
	Interference with ELOVL6 Expression Decreases the Expression of Lipid Metabolism-Related Genes in BMECs 
	Interference with ELOVL6 Expression Affects Intracellular Fatty Acid Composition 
	ELOVL6 siRNA Partially Reverses the Decrease in TAG Levels Caused by Inhibitionof miR-206 

	Discussion 
	Conclusions 
	References

