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ABSTRACT

Coordinated response of the heart to physiological stressors (including stress overload, ischemia,
hypothyroidism, and metabolic signals) is a hallmark of heart disease. However, effective treatment and its
molecular targets are unknown. Although Maslinic Acid (MA) has been shown to inhibit inflammatory
responses with strong anti-tumor, anti-bacterial, and antioxidant effects, information on its role and underlying
mechanism in cardiac hypertrophy are scanty. The present study revealed that 10-10° pg/ml MA treatment
significantly inhibited Ang-ll induced hypertrophy in NMCMs and the dosage did not influence the cell viability
of H9C2 and NCMCs. Moreover, the anti-hypertrophy effect of MA (30 mg/kg-day) was verified in the TAC-
induced hypertrophy mouse model in vivo. Further analysis showed that MA administration decreased the total
RNA mfA methylation and METTL3 levels in Ang-ll treated NMCMs and TAC stressed hearts. Rescue
experiments under adenovirus-mediated myocardial METTL3 overexpression confirmed that METTL3-mediated
m°A methylation is essential in M-driven inhibition of myocardial hypertrophy. Collectively, MA exerts a
significant anti-hypertrophy effect by regulating the modification of METTL3-mediated m®A methylation in vitro
and in vivo. These findings may provide a platform for establishing a new target and strategy for cardiac
hypertrophy treatment.

INTRODUCTION unclear. Therefore, more effective treatment methods
and intervention targets are urgently needed.

Cardiac hypertrophy is a common physiological

compensatory response of the heart to multiple stressors
aimed at maintaining normal cardiac function. Cardiac
enlargement due to myocardial injury, hypertensive
stress, or excessive neurohumoral activation is classified
as pathological hypertrophy and has been demonstrated
to be associated with poor adaptive remodeling
and cardiac dysfunction [1]. Pathological cardiac
hypertrophy is a major risk factor for cardiomyopathy,
heart failure, and sudden cardiac death [2]. The
understanding of pathological regulatory factors of
cardiac hypertrophy has been improved; however, the
molecular mechanism of cardiac hypertrophy remains

Maslinic acid (MA) is a pentacyclic triterpenoid rich in
olive pericarp with a wide range of pharmacological
properties [3]. The potential of MA has been
demonstrated in blood glucose reduction, inhibition of
oxidative damage, and induction of apoptosis of human
colon cancer cells. Mounting evidence indicates that MA
exerts anti-inflammatory and anti-arthritis effects by
inactivating the nuclear factor Kappa-B (NF-kB) [4-10].
Also, MA decreases the expression of hypoxia-inducible
factor-1 in lung cancer cells and protects against many
cardiovascular diseases [11, 12]. Recent evidence shows
that MA can prevent hypertrophy and fibrosis caused
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by pressure overload and improve cardiac function in
mice undergoing aortic banding surgery [12]. Studies
have also demonstrated that MA potentially reduces
phosphorylation of protein kinase B and extracellular
regulatory protein kinase in hypertrophic hearts,
decreases cardiac hypertrophy, and inhibits the
activation of AKT and ERK signaling pathways in vitro
[12]. However, the underlying mechanism of MA on
pressure-overload-induced cardiac hypertrophy and its
specific regulatory mechanism is largely elusive.

N6-methyladenosine (m®A) is the most common post-
transcriptional modification of mRNA in mammals
[13]. Recently, numerous studies have revealed a
critical role for m°A in the regulation of various
biological processes, including embryo development,
cell differentiation, regeneration, and tumorigenesis
[14-26]. However, a few studies are related to m°A in
the cardiovascular field. Several pieces of evidence
show that the overall level of m®A is elevated in
myocardial infarction and ischemia-reperfusion injury,
whereas the decrease of m°A potentially promotes
autophagy flow and improves cardiac function [27-29].
However, the underlying mechanism by which m°A
modifications impact cardiac function remains unclear.

Therefore, in the present study, based on in vitro and
in vivo experiments, we purpose to explore the role
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and mechanism of m6A in cardiac hypertrophy
inhibition from the perspective of m°A methylation
modification.

RESULTS

MA attenuates the induced NMCMs

hypertrophy in vitro

Ang-I1

HO9C2 cells and NMCMs were sued to evaluate the
cytotoxicity of MA in vitro. Our analysis demonstrated
no influence on the viability of H9C2 cells and
NMCMs at a dose of MA less than 10* pg/ml, but cell
viability decreased significantly when we increased the
MA dosage raised to 10° pg/ml (Figure 1A). To test
the potential impact of MA on NMCMSs hypertrophy,
MA (0, 1 10%, and 10° pg/ml) were added to the
culture medium of NCMCs with or without the Ang-11
treatment. Results revealed no influence of MA
treatment on the cell morphology of NCMCs (Figure
1B). Ang-II induced the enlargement of NCMC:s,
suggesting a hypertrophy morphology. On the other
hand, treatment with MA at 10-10° pg/ml dosage
dramatically inhibited Ang-II- induced hypertrophy
of NMCMs. Similar results were found through
quantitative analysis of the cell surface area in which
10-10° pg/ml MA treatment significantly inhibited the
Ang-II induced hypertrophy of NMCMs (Figure 1C).
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Figure 1. MA-mediated inhibition of the Ang-ll induced NMCMs hypertrophy in vitro. (A) CCK-8 assay detection of the effect to
MA on the cell viability of H9C2 and NMCMs; (B) Analysis of the effect of MA on the cardiomyocyte hypertrophy morphology after immune
fluorescence staining with a-actinin and DAPI; (C) Quantitative analysis of cardiomyocyte surface area by image J software; *P<0.05,

**P<0.01 compared to the indicated group.
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MA protects against TAC-induced cardiac

hypertrophy in vivo

In this experiment, MA (30 mg/kg-day) was
administrated in TAC mice to evaluate the effect
of MA in TAC-induced cardiac hypertrophy. Results
demonstrated that TAC elevated HW (heart weight)/BW

(bodyweight) and HW (heart weight)/Tibal Length (TL)
decreased significantly following MA treatment.
Histological analysis (H&E and WGA staining) of
cardiac cross-sections revealed a noticeable decrease in
the cardiomyocyte area in the left ventricle in the MA
treated TAC mice (Figure 2B). Cardiac function was
assessed via Echocardiography using the parameters,
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Figure 2. The protective role of MA against TAC-induced cardiac hypertrophy in vivo. (A) The ratio of HW/BW and HW/ TL,
showing the effect of MA on the morphology of cardiac morphology. (B) Analysis of the effect of MA on the cardiomyocyte area in left
ventricle through Histology H&E and WGA staining of cardiac cross-sections. (C) Echocardiography detection of the parameters of LVEF, LVFS,
LVEDV, LVESV, LVEDD, and LVESD to evaluate the effect of MA on the cardiac function of TAC mice. (D) Real-time PCR analysis of mRNA levels
of the hypertrophy markers (ANP, BNP, and B-MHC). (E) Western blot analysis of the protein levels of the hypertrophy markers (ANP, BNP,
and B-MHC). (F) Masson staining detection of the effect of MA on TAC-induced myocardial fibrosis. (G) Real-time PCR analysis of mRNA levels
of the myocardial fibrosis (Fibronectin, Collagen I, and a-SMA). (H) Western blot analysis of the protein levels of the myocardial fibrosis
(Fibronectin, Collagen | and a-SMA); *P<0.05, **P<0.01 compared to the indicated group.
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LVEF, LVFS, LVEDV, LVESV, LVEDD, and LVESD
were detected. Notably, MA treatment improved
dramatically the parameters of TAC-impaired LVEF
and LVFS but reduced the parameters of TAC elevated
LVEDV, LVESV, LVEDD, and LVESD; these results
suggested an improved cardiac function in MA treated
TAC mice (Figure 2C). Moreover, the TAC elevated
mRNA (Figure 2D) and protein (Figure 2E) levels of
the hypertrophy markers in LV tissues, including ANP,
BNP and B-MHC decreased significantly following MA
treatment. Accordingly, Masson staining results
demonstrated that MA treatment inhibited the TAC-
induced myocardial fibrosis (Figure 2F), which was
confirmed by decreased mRNA (Figure 2G) and protein
(Figure 2H) expression of Fibronectin, Collagen I, and
a-SMA. These results demonstrate an anti-hypertrophy
role of MA in vivo.

MA ssignificantly impairs the elevated level of
m°A methylation and METTL3 in hypertrophic
cardiomyocytes in vitro and in vivo

To understand the underlying mechanism of the anti-
hypertrophy role of MA, attempts were made to explore
the effect of MA on mA methylation. Previous
evidence shows that the elevated level of m°A
methylation is critical to the hypertrophic progress of
cardiomyocytes. In our analysis, with the MA treatment,
elevated total RNA m®A methylation content in Ang-II
induced hypertrophic NMCMs (Figure 3A) and TAC
induced hypertrophic LV tissues (Figure 3B) decreased
significantly. These results were further confirmed by
Dot Blot (Figure 3C, 3D). To identify the critical
contributing factor to the impaired m°A methylation,
mRNA expression levels of the major methyltransferase
or demethylase, including METTL3, METTLI14,
RBM15, WTAP, VIRMA, FTO, and ALKBHS were
assessed. Results showed a dramatic decrease in the
mRNA level of METTL3 when Ang-II induced
hypertrophic NMCMs were treated with MA (Figure
3E). The decrease of protein level of METTL3 was
validated by Western blotting (Figure 3F). Besides,
decreased mRNA and protein levels of METTL3 in MA
treated TAC mice were verified by real-time PCR
(Figure 3G) and Western blotting (Figure 3H). These
findings suggest a potential critical contribution of
METTL3 mediated m®A methylation to the anti-
hypertrophy effect of MA.

METTL3 over-expression reverse the anti-
hypertrophy effect of MA in vivo

To unravel the critical role of METTL3 mediated m°A
methylation in the anti-hypertrophy effect of MA,
adenovirus-mediated over-expression of METTL3 was
achieved in TAC mice with or without MA treatment.

Total RNA m°A methylation content was appreciably
increased by METTL3 in LV tissues from TAC mice
despite treatment with MA (Figure 4A); these results
were verified by Dot Blot (Figure 4B). As expected,
METTL3 over-expression significantly reversed the MA
decreased HW/BW and HW/TL (Figure 4C). Consistent
findings were reported by histology H&E (Figure 4D)
and WGA staining of cardiac cross-sections, whereby
the MA decreased cardiomyocyte area in the left
ventricle was enlarged by METTL3 over-expression in
TAC mice (Figure 4E). Regarding cardiac function,
METTL3 over-expression reduced the LVEF and LVFS
to a similar level with the control TAC group in MA-
treated mice (Figure 4F). Furthermore, METTL3 over-
expression increased the parameters of LVEDV,
LVESV, LVEDD, and LVESD, suggesting an impaired
cardiac function (Figure 4F). Similar findings were
reported that METTL3 over-expression increased
mRNA (Figure 4G) and protein (Figure 4H) levels of the
hypertrophic markers in MA treated TAC mice. Also,
the Masson staining demonstrated induction of
myocardial fibrosis by METTL3 over-expression in MA
treated TAC mice (Figure 41), which was evident by the
elevated mRNA (Figure 4J) and protein (Figure 4K)
expression of Fibronectin, Collagen I, and a-SMA.
Taken together, these results demonstrate a protective
role of MA against pressure-overload-induced cardiac
hypertrophy by blocking METTL3-mediated m°A
methylation.

DISCUSSION

Several researchers have demonstrated the potential of
MA in blood glucose reduction, inhibition of oxidative
damage, and induction of apoptosis of human cancer
cells [4-8]. However, information about the role and
underlying mechanism of MA in cardiac hypertrophy
are scarce. The present investigation found that 10-103
pg/ml MA treatment significantly inhibited the Ang-II
induced hypertrophy in NMCMs, in which dosage the
cell viability of HOC2 and NCMCs were not affected.
Further investigation validated the anti-hypertrophy
effect of MA (30 mg/kg-day) in the TAC-induced
hypertrophy mouse model in vivo, evidenced by the
reduced HW/BW, HW/TL, cardiomyocyte area,
hypertrophic markers expression, and preserved cardiac
function.

The RNA m°A modification is part of the larger field of
RNA epigenetics, an evolving field that has only just
begun to be explored in the heart [27-29]. Like the
deposition of epigenetic markers on DNA, mRNA
methylation potentially influences gene expression and
determines the fate of mRNA subsets [21]. This is
particularly crucial for stress response pathways
requiring rapid response to environmental stress [19].
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Figure 3. MA-induced significant impairment of the elevated level of m®A methylation and METTL3 in hypertrophic
cardiomyocytes in vitro and in vivo. (A) The effect of MA on the total RNA mfA methylation content in Ang-Il induced hypertrophic
NMCMs and (B) TAC induced hypertrophic LV tissues (detected with the EpiQuik m®A RNA Methylation assay kit). (C) The effect of MA on the
total RNA mPA methylation content in Ang-Il induced hypertrophic NMCMs and (D) TAC induced hypertrophic LV tissues (detected with by
Dot Blot). Methylene blue staining served as a loading control. (E) Real-time PCR analysis of the mRNA expression levels of the major
methyltransferases (METTL3, METTL14, RBM15, WTAP, VIRMA) and demethylases (FTO and ALKBH5). (F) Western blot analysis of the effect
of MA on the protein level of METTL3 in Ang-Il induced hypertrophic NMCMs. (G) Real-time PCR analysis of the effect of MA on the protein
level of METTL3 in TAC induced hypertrophic LV tissues. (H) Western blot detection of the effect of MA on the protein level of METTL3 in
TAC-induced hypertrophic LV tissues; *P<0.05, **P<0.01 compared with the indicated group.
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Figure 4. The reverse effects of METTL3 over-expression on the anti-hypertrophy effect of MA in vivo. (A) The effect of METTL3
over-expression on the MA impaired total RNA m®A methylation content in TAC induced hypertrophic LV tissues detected with the EpiQuik
m°eA RNA Methylation assay kit and (B) confirmed by Dot Blot. (C) The ratio of HW/BW and HW/ TL shows the effect of METTL3 over-
expression on the MA inhibited morphology of cardiac morphology. (D) Analysis of the effect of METTL3 over-expression on the MA
preserved cardiomyocyte area in left ventricle through Histology H&E and (E) WGA staining of cardiac cross-sections. (F) Echocardiography
detection of the parameters of LVEF, LVFS, LVEDV, LVESV, LVEDD, and LVESD to evaluate the effect of METTL3 over-expression on the MA
preserved cardiac function of TAC mice. (G) Real-time PCR analysis of the mRNA levels of the hypertrophy markers (ANP, BNP, and B-MHC).
(H) Western blot detection of the protein levels of the hypertrophy markers (ANP, BNP, and B-MHC). (1) Detection of the effect of MA on the
TAC-induced myocardial fibrosis via Masson staining. (J) Real-time PCR analysis of the mRNA levels of the myocardial fibrosis (Fibronectin,
Collagen I, and a-SMA). (K) Western blot analysis of the protein levels of the myocardial fibrosis (Fibronectin, Collagen | and a-SMA); *P<0.05,

** P <0.01 compared to the indicated group.
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The present investigation revealed that Ang-II and TAC
elevate the total RNA m°A methylation and METTL3
levels in isolated NMCMs and hearts respectively.
These results are consistent with previous findings.
Intriguingly our analysis found that MA administration
appreciably decreased the total RNA m°A methylation
and METTL3 levels in Ang-II treated NMCMs and
TAC stressed hearts. Moreover, through adenovirus-
mediated myocardial METTL3 overexpression, the
present study demonstrated that METTL3-mediated
méA contributes to MA-driven inhibition of myocardial
hypertrophy.

In conclusion, MA exerts a significant anti-hypertrophy
effect, via a mechanism related to the regulation of
METTL3-mediated m°A methylation modification.
These findings may provide clues in establishing a new
target and strategy for cardiac hypertrophy treatment.

MATERIALS AND METHODS
Animals

Male C57BL/6 (8-week-old, 20-25 g) was purchased
from SLAC Laboratory Animal Center (Shanghai,
China) and reared under a sterile environment in the
animal facility of the First Affiliated Hospital of
Nanchang University. All mice were fed at room
temperature (2242° C), humidity at 60%, and light-
dark cycle for 12 h for at least 1 week before the
experiment. All animal experimental procedures
followed the Guidelines of the Animal Care and Use
Committee. The research on animals adhered to
relevant national laws and regulations on animal
care and use. The study was approved by the Animal
Ethics Committee of the First Affiliated Hospital of
Nanchang University.

Animal model

A transverse aortic constriction (TAC) model was
established to mimic pressure-overload-induced cardiac
hypertrophy [27]. Briefly, mice were anesthetized with
isoflurane and subjected to open-heart surgery. The
aorta was dissected and tied with a 0-7 silk thread
around the vessel and a 26-gauge needle to ensure
consistent occlusion. Thoracotomy and aortic
dissection without aortic coarctation were administered
to mice in the sham operation group. To overexpress
the level of METTL3, METTL3 overexpression
adenoviruses and its negative controls were purchased
from Genelily (Shanghai, China) and injected into mice
in the heart 1 week before the TAC operation (5x107
viral particles). Mice in the Maslinic acid (MA)
treatment group were intraperitoneally injected with
MA (30 mg/kg daily) for 2 weeks, with the same

volume of normal saline as control. Echocardiography
was performed with a Visualsonics Vevo 2100
ultrasound system (Toronto, Canada) after 4 weeks of
surgery. Parameters, including LVEF (Left Ventricular
Ejection Fractions), LVFS (Left Ventricular Fractional
shortening), LVEDV (Left Ventricular End Diastolic
Volume), LVESV (Left Ventricular End Systolic
Volume), LVEDD (Left Ventricular End Diastolic
Dimension), and LVESD (Left Ventricular End
Systolic Dimension) were analyzed. Eventually, the
hearts were collected and further analyzed.

Histology

The isolated hearts from mice were fixed with 10%
formalin, dehydrated, and embedded in paraffin. Five
histopathology sections were acquired and stained with
hematoxylin-eosin (H&E) and wheat germ agglutinin
(WGA, Alexa Fluor 488 conjugated). The -cross-
sectional area of cardiomyocytes was determined via
Thermo Fisher staining. Collagen deposition was
evaluated by Masson (HT15-1KT, Sigma Aldrich)
staining kit following the manufacturer's protocol.
Section microscopy was performed. The fibrosis area
based on myocardial collagen area/visual field area was
determined using the Image Pro-Plus 6.0 Image analysis
software.

Cell culture

The heart from the neonatal mouse was divided into
small pieces and the resultant tissue was digested in
HEPES buffer saline at 37° C. Next, 10% FBS was used
to neutralize the trypsin. Cells were centrifuged
(1000 rpm, 5 minutes) and suspended in DMEM/F12
(Invitrogen, Carlsbad, CA). To extract neonatal mouse
cardiomyocytes (NMCM), the cells were inoculated on
collagen-coated silica gel sheets for 24 h followed by 24
h culture in a serum-free medium. Rat cardiomyocytes
H9C2 were purchased from the Chinese Academy of
Sciences (Shanghai, China). In vitro, cardiac hypertrophy
models were acquired from NMCMs cells treated with 1
mmol/L angiotensin II (Ang-II, Sigma-Aldrich, St. Louis,
Mo) for 48 h.

Cell viability assay

The viability of neonatal cardiomyocytes was detected
by CCK-8 assay (Dojindo). Briefly, primary neonatal
cardiomyocytes were inoculated in 96-well plates (10°
cells/well) and cultured in 100 pL DMEM/F12 medium
for 24 h. Subsequently, cells were treated with different
concentrations of MA (1, 10, 102, 10%, 10% and 10°
uM). Cell viability was measured using the CCK-8 kit
following the manufacturer's instructions. Absorbance
was measured by a microplate reader (Thermo, USA) at
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450nm. All the experiments were performed in triplicate
independently.

Cell surface measurements

Neonatal cardiomyocytes were fixed, infiltrated, and
stained with FITC labeled anti-a-actin antibody
(Abcam, Cambridge, UK). Cells were incubated at 4° C
overnight and then treated with DAPI staining for 10
minutes. Immunofluorescence images were recorded by
a Fluorescence Microscope (Zeiss LSM 800). The
surface area of neonatal cardiomyocytes was measured
by the Image-Pro Plus 6.0 software.

Real-time PCR

Total RNA was extracted from cells and heart tissue
using Trizol reagent (Thermo Fisher). Subsequently,
cDNA was synthesized by the Prime Script Reverse
Transcription Reagent Kit (TOBYBO, Japan). The real-
time PCR was performed in ABI Viia 7 real-time PCR
system with the following primer pairs: ANP forward
primer: 5’-CCCTGGGACCCCTCCGATAG-3’, ANP
reverse primer: 5’-CGTGACACACCACAAGGGCT-
3’; BNP forward primer: 5’-GCAGAAGCTGCTGGA
GCTGA-3’, BNP reverse primer: 5’-TCCTGCAGCC
AGGAGGTCTT-3’; B-MHC forward primer: 5’-GGCC
AAGATCGTGTCCCGAG-3’, B-MHC reverse primer:
5’-ACTTGGGTGGGTTCTGCTGC-3’;  Fibronectin
forward primer: 5’-AGCTTCTCCAAGCATCGCCC-
3°, Fibronectin reverse primer: 5’-GACACACAGCCA
CAGGCCAT-3’; Collagen I forward primer: 5’- CTG
GTGCTCGCGGTAACGAT-3", Collagen 1 reverse
primer: 5’- CAGCACCAGGGTTTCCAGCA-3’; a-
SMA forward primer: 5’-CCGGCTTCGCTGGTGAT
GAT-3’, a-SMA reverse primer: 5’-GTCGGATGCT
CTTCAGGGGC-3’; GAPDH forward primer: 5’-TGTG
GATGGCCCCTCTGGAA-3’, GAPDH reverse primer:
5’-TGACCTTGCCCACAGCCTTG-3’. The relative
gene expression normalized to GAPDH gene expression
was analyzed using the 2724t method.

Western blotting

Proteins are isolated from frozen tissues and cells. The
proteins were denatured, separated in 12% SDS-PAGE,
and transferred to the PVDF membrane. The membrane
was blocked and incubated with primary antibodies
(including anti-ANP, anti-BNP, anti-b-MHC, anti-
Fibronectin, anti-Collagen 1, anti-o-SMA, anti-
METTL3, and anti-GAPDH) and HRP labeled Goat anti
Rabbit secondary antibody. All the antibodies were
purchased from Abcam (Abcam). Target proteins were
visualized via enhanced chemiluminescence techniques
(Tannon, Shanghai, China) and quantified by Quantity
One software (Bio-Rad).

Total m®A content analysis

The EpiQuik m®A RNA Methylation assay kit (P-9005-
48, Epigentek) was employed to evaluate the content of
total RNA m°®A. Changes in total RNA m°A level were
assessed by Dot Blot as previously described [17].

Statistical analysis

Data were expressed as Mean + SEM. 2-tailed t-test
(unpaired) was applied for comparisons between two
groups, whereas ANOVA followed by the post hoc
Bonferroni test was for used multiple comparisons. All
analyses were performed with GraphPad Prism®
version 6.0 software (GraphPad Software, Inc., La Jolla,
CA, USA).

AUTHOR CONTRIBUTIONS

M. Fang and L. Yang designed the study and drafted the
manuscript. M. Fang performed all the experiments. M.
Fang, J. Deng, Q. Zhou, and Z. Hu analyzed the data.

CONFLICTS OF INTEREST
The authors declare that they have no conflicts of interest.
FUNDING

This work is supported by the grant from the technology
project of the Health Commission of Jiangxi Province
(No. 20195096).

REFERENCES

1. Samak M, Fatullayev J, Sabashnikov A, Zeriouh M,
Schmack B, Farag M, Popov AF, Dohmen PM, Choi YH,
Wabhlers T, Weymann A. Cardiac Hypertrophy: An
Introduction to Molecular and Cellular Basis. Med Sci
Monit Basic Res. 2016; 22:75-9.

PMID:27450399

2. Zhu L, Li C, Liu Q Xu W, Zhou X. Molecular
biomarkers in cardiac hypertrophy. J Cell Mol Med.
2019; 23:1671-7.
https://doi.org/10.1111/jcmm.14129 PMID:30648807

3. Lozano-Mena G, Sanchez-Gonzalez M, Juan ME, Planas
JM. Maslinic acid, a natural phytoalexin-type triterpene
from olives--a promising nutraceutical? Molecules.
2014; 19:11538-59.
https://doi.org/10.3390/molecules190811538
PMID:25093990

4. Fukumitsu S, Kinoshita T, Villareal MO, Aida K, Hino A,
Isoda H. Maslinic acid improves quality of life by
alleviating joint knee pain in the elderly: results from a

WWWw.aging-us.com 2555

AGING


https://pubmed.ncbi.nlm.nih.gov/27450399
https://doi.org/10.1111/jcmm.14129
https://pubmed.ncbi.nlm.nih.gov/30648807
https://doi.org/10.3390/molecules190811538
https://pubmed.ncbi.nlm.nih.gov/25093990

10.

11.

12.

13.

community-based pilot study. J Clin Biochem Nutr.
2017; 61:67-73.
https://doi.org/10.3164/ijcbn.16-119 PMID:28751812

Lee W, Kim J, Park EK, Bae JS. Maslinic Acid
Ameliorates Inflammation via the Downregulation of
NF-kB and STAT-1. Antioxidants (Basel). 2020; 9:106.
https://doi.org/10.3390/antiox9020106
PMID:31991739

Liou CJ, Dai YW, Wang CL, Fang LW, Huang WC.
Maslinic acid protects against obesity-induced
nonalcoholic fatty liver disease in mice through
regulation of the Sirt1/AMPK signaling pathway. FASEB
J.2019; 33:11791-803.
https://doi.org/10.1096/fj.201900413RRR
PMID:31361524

Liu Y, Lu H, Dong Q, Hao X, Qiao L. Maslinic acid
induces anticancer effects in human neuroblastoma
cells mediated via apoptosis induction and caspase
activation, inhibition of cell migration and invasion and
targeting MAPK/ERK signaling pathway. AMB Express.
2020; 10:104.
https://doi.org/10.1186/s13568-020-01035-1
PMID:32488691

Nagai N, Yagyu S, Hata A, Nirengi S, Kotani K, Moritani
T, Sakane N. Maslinic acid derived from olive fruit in
combination with resistance training improves muscle
mass and mobility functions in the elderly. J Clin
Biochem Nutr. 2019; 64:224-30.
https://doi.org/10.3164/jcbn.18-104 PMID:31138956

Yap WH, Lim YM. Mechanistic Perspectives of Maslinic
Acid in Targeting Inflammation. Biochem Res Int. 2015;
2015:279356.

https://doi.org/10.1155/2015/279356

PMID:26491566

Yap WH, Ooi BK, Ahmed N, Lim YM. Maslinic acid
modulates secreted phospholipase A2-1IA (sPLA2-IIA)-
mediated inflammatory effects in macrophage foam
cells formation. J Biosci. 2018; 43:277-85.
PMID:29872016

Ampofo E, Berg JJ, Menger MD, Laschke MW. Maslinic
acid alleviates ischemia/reperfusion-induced
inflammation by downregulation of NFkB-mediated
adhesion molecule expression. Sci Rep. 2019; 9:6119.
https://doi.org/10.1038/s41598-019-42465-7
PMID:30992483

Liu YL, Kong CY, Song P, Zhou H, Zhao XS, Tang QZ.
Maslinic acid protects against pressure overload-
induced cardiac hypertrophy in mice. J Pharmacol Sci.
2018; 138:116-22.
https://doi.org/10.1016/j.jphs.2018.08.014
PMID:30389277

Cao G, Li HB, Yin Z, Flavell RA. Recent advances in

14.

15.

16.

17.

18.

19.

20.

21.

dynamic m6A RNA modification. Open Biol. 2016;
6:160003.

https://doi.org/10.1098/rsob.160003

PMID:27249342

Sun T, Wu R, Ming L. The role of m6A RNA methylation
in cancer. Biomed Pharmacother. 2019; 112:108613.
https://doi.org/10.1016/j.biopha.2019.108613
PMID:30784918

Zhang Y, Geng X, Li Q, Xu J, Tan Y, Xiao M, Song J, Liu F,
Fang C, Wang H. m6A modification in RNA: biogenesis,
functions and roles in gliomas. J Exp Clin Cancer Res.
2020; 39:192.
https://doi.org/10.1186/s13046-020-01706-8
PMID:32943100

Cai Y, Feng R, Lu T, Chen X, Zhou X, Wang X. Novel
insights into the mPA-RNA methyltransferase METTL3
in cancer. Biomark Res. 2021; 9:27.
https://doi.org/10.1186/s40364-021-00278-9
PMID:33879256

Ramalingam H, Kashyap S, Cobo-Stark P, Flaten A,
Chang CM, Hajarnis S, Hein KZ, Lika J, Warner GM,
Espindola-Netto JM, Kumar A, Kanchwala M, Xing C, et
al. A methionine-MettI3-N®-methyladenosine axis
promotes polycystic kidney disease. Cell Metab. 2021;
33:1234-1247.e7.
https://doi.org/10.1016/j.cmet.2021.03.024
PMID:33852874

Yankova E, Blackaby W, Albertella M, Rak J, De
Braekeleer E, Tsagkogeorga G, Pilka ES, Aspris D,
Leggate D, Hendrick AG, Webster NA, Andrews B,
Fosbeary R, et al. Small-molecule inhibition of METTL3
as a strategy against myeloid leukaemia. Nature. 2021;
593:597-601.
https://doi.org/10.1038/s41586-021-03536-w
PMID:33902106

Chelmicki T, Roger E, Teissandier A, Dura M, Bonneville
L, Rucli S, Dossin F, Fouassier C, Lameiras S, Bourc’his
D. mPA RNA methylation regulates the fate of
endogenous retroviruses. Nature. 2021; 591:312—6.
https://doi.org/10.1038/s41586-020-03135-1
PMID:33442060

He J, Zhou M, Yin J, Wan J, Chu J, Jia J, Sheng J, Wang C,
Yin H, He F. METTL3 restrains papillary thyroid cancer
progression via mP®A/c-Rel/IL-8-mediated neutrophil
infiltration. Mol Ther. 2021; 29:1821-37.
https://doi.org/10.1016/j.ymthe.2021.01.019
PMID:33484966

Jiang X, Liu B, Nie Z, Duan L, Xiong Q, Jin Z, Yang C,
Chen Y. The role of m6A modification in the biological
functions and diseases. Signal Transduct Target Ther.
2021; 6:74.
https://doi.org/10.1038/s41392-020-00450-x

WWww.aging-us.com

2556

AGING


https://doi.org/10.3164/jcbn.16-119
https://pubmed.ncbi.nlm.nih.gov/28751812
https://doi.org/10.3390/antiox9020106
https://pubmed.ncbi.nlm.nih.gov/31991739
https://doi.org/10.1096/fj.201900413RRR
https://pubmed.ncbi.nlm.nih.gov/31361524
https://doi.org/10.1186/s13568-020-01035-1
https://pubmed.ncbi.nlm.nih.gov/32488691
https://doi.org/10.3164/jcbn.18-104
https://pubmed.ncbi.nlm.nih.gov/31138956
https://doi.org/10.1155/2015/279356
https://pubmed.ncbi.nlm.nih.gov/26491566
https://pubmed.ncbi.nlm.nih.gov/29872016
https://doi.org/10.1038/s41598-019-42465-7
https://pubmed.ncbi.nlm.nih.gov/30992483
https://doi.org/10.1016/j.jphs.2018.08.014
https://pubmed.ncbi.nlm.nih.gov/30389277
https://doi.org/10.1098/rsob.160003
https://pubmed.ncbi.nlm.nih.gov/27249342
https://doi.org/10.1016/j.biopha.2019.108613
https://pubmed.ncbi.nlm.nih.gov/30784918
https://doi.org/10.1186/s13046-020-01706-8
https://pubmed.ncbi.nlm.nih.gov/32943100
https://doi.org/10.1186/s40364-021-00278-9
https://pubmed.ncbi.nlm.nih.gov/33879256
https://doi.org/10.1016/j.cmet.2021.03.024
https://pubmed.ncbi.nlm.nih.gov/33852874
https://doi.org/10.1038/s41586-021-03536-w
https://pubmed.ncbi.nlm.nih.gov/33902106
https://doi.org/10.1038/s41586-020-03135-1
https://pubmed.ncbi.nlm.nih.gov/33442060
https://doi.org/10.1016/j.ymthe.2021.01.019
https://pubmed.ncbi.nlm.nih.gov/33484966
https://doi.org/10.1038/s41392-020-00450-x

22.

23.

24,

25.

PMID:33611339

Luo H, Liu W, Zhang Y, Yang Y, Jiang X, Wu S, Shao L.
METTL3-mediated mPA modification regulates cell
cycle progression of dental pulp stem cells. Stem Cell
Res Ther. 2021; 12:159.
https://doi.org/10.1186/s13287-021-02223-x
PMID:33648590

Xu W, Li J, He C, Wen J, Ma H, Rong B, Diao J, Wang L,
Wang J, Wu F, Tan L, Shi YG, Shi Y, Shen H. METTL3
regulates heterochromatin in mouse embryonic stem
cells. Nature. 2021; 591:317-21.
https://doi.org/10.1038/s41586-021-03210-1
PMID:33505026

Yao Y, Yang Y, Guo W, Xu L, You M, Zhang YC, Sun Z,
Cui X, Yu G, Qi Z, Liu J, Wang F, Liu J, et al. METTL3-
dependent m®A modification programs T follicular
helper cell differentiation. Nat Commun. 2021;
12:1333.

https://doi.org/10.1038/s41467-021-21594-6
PMID:33637761

Vu LP, Cheng Y, Kharas MG. The Biology of m°®A RNA
Methylation in Normal and Malignant Hematopoiesis.
Cancer Discov. 2019; 9:25-33.
https://doi.org/10.1158/2159-8290.CD-18-0959
PMID:30578356

26.

27.

28.

29.

Xiang Y, Laurent B, Hsu CH, Nachtergaele S, Lu Z, Sheng
W, Xu C, Chen H, Ouyang J, Wang S, Ling D, Hsu PH,
Zou L, et al. RNA mPA methylation regulates the
ultraviolet-induced DNA damage response. Nature.
2017; 543:573-6.

https://doi.org/10.1038/nature21671 PMID:28297716

Dorn LE, Lasman L, Chen J, Xu X, Hund TJ, Medvedovic
M, Hanna JH, van Berlo JH, Accornero F. The N®-
Methyladenosine mRNA Methylase METTL3 Controls
Cardiac Homeostasis and Hypertrophy. Circulation.
2019; 139:533-45.
https://doi.org/10.1161/CIRCULATIONAHA.118.036146
PMID:30586742

Li T, Zhuang Y, Yang W, Xie Y, Shang W, Su S, Dong X,
Wu J, Jiang W, Zhou Y, Li Y, Zhou X, Zhang M, et al.
Silencing of METTL3 attenuates cardiac fibrosis
induced by myocardial infarction via inhibiting the
activation of cardiac fibroblasts. FASEB J. 2021;
35:e21162.

https://doi.org/10.1096/f].201903169R

PMID:33150686

QinY, Li L, Luo E, Hou J, Yan G, Wang D, Qiao Y, Tang C.
Role of m6A RNA methylation in cardiovascular disease
(Review). Int J Mol Med. 2020; 46:1958-72.
https://doi.org/10.3892/ijmm.2020.4746

PMID:33125109

WWww.aging-us.com

2557

AGING


https://pubmed.ncbi.nlm.nih.gov/33611339
https://doi.org/10.1186/s13287-021-02223-x
https://pubmed.ncbi.nlm.nih.gov/33648590
https://doi.org/10.1038/s41586-021-03210-1
https://pubmed.ncbi.nlm.nih.gov/33505026
https://doi.org/10.1038/s41467-021-21594-6
https://pubmed.ncbi.nlm.nih.gov/33637761
https://doi.org/10.1158/2159-8290.CD-18-0959
https://pubmed.ncbi.nlm.nih.gov/30578356
https://doi.org/10.1038/nature21671
https://pubmed.ncbi.nlm.nih.gov/28297716
https://doi.org/10.1161/CIRCULATIONAHA.118.036146
https://pubmed.ncbi.nlm.nih.gov/30586742
https://doi.org/10.1096/fj.201903169R
https://pubmed.ncbi.nlm.nih.gov/33150686
https://doi.org/10.3892/ijmm.2020.4746
https://pubmed.ncbi.nlm.nih.gov/33125109

