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Abstract: Hyperlipidemia is a prevalent chronic metabolic disease that severely affects human health.
Currently, commonly used clinical therapeutic drugs are prone to drug dependence and toxic side
effects. Dietary intervention for treating chronic metabolic diseases has received widespread attention.
Rosa sterilis is a characteristic fruit tree in China whose fruits are rich in flavonoids, which have been
shown to have a therapeutic effect on hyperlipidemia; however, their exact molecular mechanism
of action remains unclear. Therefore, this study aimed to investigate the therapeutic effects of R.
sterilis total flavonoid extract (RS) on hyperlipidemia and its possible mechanisms. A hyperlipidemic
zebrafish model was established using egg yolk powder and then treated with RS to observe changes
in the integral optical density in the tail vessels. Network pharmacology and molecular docking were
used to investigate the potential mechanism of action of RS for the treatment of hyperlipidemia. The
results showed that RS exhibited favorable hypolipidemic effects on zebrafish in the concentration
range of 3.0–30.0 µg/mL in a dose-dependent manner. Topological and molecular docking analyses
identified HSP90AA1, PPARA, and MMP9 as key targets for hypolipidemic effects, which were
exerted mainly through lipolytic regulation of adipocytes and lipids; pathway analysis revealed
enrichment in atherosclerosis, chemical carcinogenic-receptor activation pathways in cancers, and
proteoglycans in prostate cancer and other cancers. Mover, chinensinaphthol possessed higher content
and better target binding ability, which suggested that chinensinaphthol might be an important
component of RS with hypolipidemic active function. These findings provide a direction for further
research on RS interventions for the treatment of hyperlipidemia.

Keywords: Rosa sterilis; flavonoids; hyperlipidemia; network pharmacology; molecular docking

1. Introduction

Hyperlipidemia is a complex and persistent metabolic disease caused by abnormalities
in lipid homeostasis and is one of the most significant causative factors of cardiovascular
disease, hypertension, and diabetes [1]. The prevalence of hyperlipidemia is increasing
worldwide each year, regardless of sex, age group, ethnicity, or race, with increasing
mortality in aging populations, placing an additional burden on families, and posing a
significant challenge to current healthcare systems [2]. Hyperlipidemia is commonly caused
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by unhealthy diets and lifestyles, and owing to the adverse effects of hypolipidemic drugs,
alternative treatments are currently attracting scholarly attention [3]. Phytochemicals
can be developed as natural, safe, and efficient hypolipidemic drugs because they are
widely accessible. Phytochemicals with hypolipidemic effects include phytosterols, phenols,
flavonoids, saponins, and alkaloids [4].

With increasingly extensive and in-depth research on the hypolipidemic activity of
flavonoids, it has been found that the consumption of flavonoid-rich foods can significantly
reduce cholesterol levels and free radical scavenging capacity, thereby alleviating com-
plications of hyperlipidemia [5,6]. The hypolipidemic activity of flavonoids is achieved
by affecting multiple lipid metabolic pathways in the intestines and the liver and regulat-
ing imbalances in lipid metabolism, inhibiting lipid peroxidation and endogenous lipid
biosynthesis, and promoting lipid redistribution and exogenous lipid metabolism. Conse-
quently, a significant reduction of triglyceride (TG), total cholesterol (TC), and low-density
lipoprotein cholesterol (LDL-C) levels occur [7].

Flavonoids and polyphenols are widespread in the daily diet and are the primary
phytochemicals found in vegetables, fruits, and tea [8]. The hydroalcoholic extract of
Rosa roxburghii was found to have significant hypolipidemic effects [9]. In recent years,
R. sterilis has received increasing attention as a close genetic relative of R. roxburghii [10].
He et al. have found that R. sterilis contained rich polyphenols (79.39–108.4 mg GAE/g
DW) and flavonoids (46.63–56.41 mg RE/g DW) in addition to essential elements, essential
amino acids, and Vc. Moreover, the excellent antioxidant capacity was highly signifi-
cantly correlated with the content of total flavonoids in R. sterilis [11]. Nevertheless, no
research has been reported on the hypolipidemic effects of R. sterilis. In the present study,
to elucidate the key hypolipidemic components of RS and the mechanism of action for
hypolipidemic activity, ultra-performance liquid chromatography quadrupole time-of-
flight mass spectrometry (UPLC-Q-TOF-MS), gene ontology (GO), Kyoto Encyclopedia
of Genes and Genomes (KEGG), and molecular docking analysis were used to evaluate
the hypolipidemic activity of R. sterilis total flavonoid extract (RS) supplementation in the
diet of an egg yolk powder-induced hyperlipidemic zebrafish model and investigate the
mechanism of action. This study provides new ideas for RS intervention in hyperlipidemia
and a theoretical basis for the additive value of R. sterilis.

2. Materials and Methods
2.1. Preparation for RS

Fresh fruits of R. sterilis were obtained from Guizhou Lvyinhe Agricultural Develop-
ment Co., Ltd. (Guizhou, China). The fresh fruits were washed and dried in an oven at
50 ◦C until constant weight. The dried whole fruits were crushed and sieved through a
40-mesh sieve. Subsequently, RS was extracted by ultrasound-assisted extraction at room
temperature, with an extraction time of 70 min, an ethanol (AR, Ghtech, Guangzhou, China)
volume fraction of 52%, and a material-to-liquid ratio of 1:23. The extraction was performed
four times to obtain a high concentration of RS.

2.2. Zebrafish Experimental Design

The study protocol was approved by the Hunter Biotechnology Aquaculture Breeding
Center (SYXK (Zhe) 2012-0171) and was accredited by the Association for Assessment and
Accreditation of Laboratory Animal Care International. All experiments were performed
using melanin allele-mutant albino zebrafish bred in a naturally paired mating manner.
The zebrafish were bred in water at 28 ◦C (200 mg of instant sea salt per 1 L of reverse
osmosis water, 480–510 µS/cm conductivity, pH range of 6.9–7.2, and water hardness
of 53.7–71.6 mg/L CaCO3). Zebrafish were randomly selected and placed in six wells
with 30 fish in each well and fed egg yolk powder (Beijing Tianyuan, Beijing, China) to
establish a hyperlipidemia model. These zebrafish were grouped into five groups: model
control, lovastatin (HPLC, Meilunbio, Dalian, China) treatment (0.081 µg/mL; 3 mL), and
RS treatment (3, 10, and 30 µg/mL; 3 mL). After 2 days of drug administration, 10 zebrafish
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were randomly selected from each experimental group, stained with Oil Red O (ORO,
Sigma-Aldrich, Shanghai, China), and photographed under a dissecting microscope (SZX7,
Olympus Corporation, Tokyo, Japan). The images were analyzed with Image-Pro Plus
version 6.0 image processing software, the vascular lipid optical density (S) of zebrafish
was calculated, and the statistical results were expressed as mean ± SE. The rate of lipid
reduction by RS was calculated using the following formula:

The rate of lipid reduction (%) =
S (Model control group) – S (Treatment group)

S (Model control group)
× 100%

2.3. UPLC-Q-TOF-MS Analysis

Accurately weighed 0.050 g of RS was extracted with 10 mL of methanol (HPLC,
Merck, Darmstadt, Germany) in an ultrasonic bath for 30 min. The mixture was filtered
through a 0.22 µm nylon syringe filter (BKMAM, Changde, China) and the filtrate was
transferred to an autosampler vial for analysis.

RS was analyzed in positive and negative ionization modes (UPLC, 1290; Q-TOF,
6550, Agilent Technologies, Santa Clara, CA, USA). Chromatographic separation was
performed on an ACQUITY UPLC BEH C18 Column (2.1 mm × 100 mm × 1.7 µm; Waters,
Milford, MA, USA). The column temperature was maintained at 28 ◦C, the flow rate of
the mobile phase was 0.3 mL/min, and the injection volume was 5.0 µL. The mobile
phase was composed of a 0.1% formic acid aqueous solution (A) and methanol (B). Elution
was conducted using a linear gradient of 5–20% B within the first 10 min, 20–45% B
within 10–30 min, 45–95% B within 30–35 min, 95–5% B within 35–36 min, and 5% B
isocratic gradient elution for 36–37 min. The MS parameters were as follows: spray voltage,
+4000 V/−3200 V; atomization temperature, 350 ◦C; sheath gas flow, 12 L/min; scan range,
and m/z 50–1000.

High-accuracy precursor and product ions were obtained by UPLC-Q-TOF-MS, the
elemental compositions were calculated, and the most reasonable molecular formula was
obtained by comparing the previous literature and the ion breakage law of the compound.

2.4. Network Pharmacology Analysis of RS

The compounds identified by UPLC-Q-TOF-MS were used as the basis for web-based
pharmacological analysis. The simplified molecular-input line-entry system strings of
the above compounds were obtained from the PubChem database (https://www.ncbi.
nlm.nih.gov/, accessed on 27 September 2023) and uploaded to the SwissTargetPredic-
tion database (http://www.swisstargetprediction.ch/, accessed on 27 September 2023)
to obtain their bioactivity targets [12,13]. The predicted targets were collated and im-
ported into the UniProt database (https://beta.uniprot.org/, accessed on 27 September
2023) to obtain standard gene names [14]. Next, the keywords “hyperlipidemia” and
“hypolipidemic” were used to obtain hyperlipidemia-related targets from the DisGeNET
(https://www.disgenet.org/, accessed on 27 September 2023), GeneCards (https://www.
genecards.org/, accessed on 27 September 2023), and Online Mendelian Inheritance in
Man (OMIM) databases (https://omim.org/, accessed on 27 September 2023) [14–16]. The
potential hypolipidemic targets of RS were screened by observing intersections with the
standardized potential targets of compounds and “component-target-disease” interactions
were established using Cytoscape.

The protein–protein interactions (PPI) network was generated by importing potential
drug targets into the STRING database and the PPI network was constructed after filtering
out datasets with minimum required interaction scores of less than 0.4 [17]. The cytoHubba
plugin in Cytoscape was utilized to calculate the degree value and filter the key target
genes of the RS extract.

https://www.ncbi.nlm.nih.gov/
https://www.ncbi.nlm.nih.gov/
http://www.swisstargetprediction.ch/
https://beta.uniprot.org/
https://www.disgenet.org/
https://www.genecards.org/
https://www.genecards.org/
https://omim.org/
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The GO biological processes and KEGG signaling pathways of key target genes of
RS were annotated and visualized using the Database for Annotation, Visualization, and
Integrated Discovery (DAVID) (http://david.abcc.ncifcrf.gov/, accessed on 28 September
2023) [18]. With the background being set to Homo sapiens, data enrichment was performed
using the hypergeometric test with p < 0.01.

2.5. Molecular Docking Analysis

The reported 3D structures of key hyperlipidemia target proteins were retrieved
from the PDB database (https://www.rcsb.org/, accessed on 29 September 2023) [19] and
converted to a protein data bank (PDB) format using the OpenBabel program. The RS
component structure files in the structure-data or MOL2 format were retrieved from the
PubChem database (https://pubchem.ncbi.nlm.nih.gov/, accessed on 29 September 2023)
for hydrogenation and charging; the rotatable bond number was calculated [12]. The
co-crystal inhibitors of each protein target were re-docked to validate the reliability of
the docking scheme before performing molecular docking on the new compounds. Semi-
flexibly docked and processed RS compounds and key hyperlipidemia target proteins were
analyzed using the AutoDock tool and the binding energy was calculated.

2.6. Statistical Analyses

Data obtained from the experiments were analyzed using GraphPad Prism 9 and the
statistical significance of the results was analyzed by one-way ANOVA and Dunnett’s
test. All experimental results are expressed as mean ± SE, and p < 0.05 was considered
statistically significant.

3. Results
3.1. Hypolipidemic Effects of RS

The hypolipidemic effects of RS were evaluated by zebrafish tail ORO staining. The
quantitative results of zebrafish tails after ORO staining in different groups showed that
the S in the tails of zebrafish in the lovastatin-treated group (0.081 µg/mL) and the 10 and
30 µg/mL RS-treated groups was significantly smaller than that in the model group, and
there was a dose-dependent relationship between the RS concentration and integrated
optical density values (Figure 1A and Table 1). In addition, the rates of lipid reduction of
RS at 10 and 30 µg/mL were 30% and 41%, respectively, which are superior to the rate of
lipid reduction by lovastatin (0.081 µg/mL, 26%) (Figure 1B and Table 1). These findings
indicate that RS has substantial hypolipidemic effects.
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Table 1. Quantitative hypolipidemic activity results of RS in a zebrafish model.

Groups Concentration
(µg/mL) IOD (Mean ± SE) The Rate of Lipid

Reduction Rate (%)

Model control group - 1981 ± 57 -
Lovastatin 0.081 1588 ± 125 # 20

RS
3 1867 ± 46 6 ***
10 1395 ± 78 ### 30 ***
30 1159 ± 69 ### 41 ***

# p < 0.05 vs. model group; ### p < 0.001 vs. model group; *** p < 0.001 vs. lovastatin group.

3.2. UPLC-Q-TOF-MS Analysis of RS

RS was analyzed in positive and negative ionization modes, and the 31 flavonoids
were identified based on a comparison of these data with chemical databases and the
previous literature. The data for all the compounds were summarized in Table 2. In
particular, (-)-epicatechin was the most abundant flavonoid in RS, which belongs to
flavanols and possesses significant antioxidant and anti-inflammatory activities. More-
over, (-)-epicatechin is one of the best natural products used recently for the treatment
and prevention of various chronic diseases [20]. The pharmacological and molecular
properties of the active ingredients were investigated using the SwissTargetPrediction
database. As a result, 22 active ingredients were screened, including glabrone (RS1),
quercetagetin-6,7-3′,4′-tetramethyl ether (RS2), chinensinaphthol (RS3), nelumboside (RS4),
robinetinidol-(4α→8)-catechin-(6→4α)-robinetinidol (RS5), plantagoside (RS6), ikarisoside
F (RS7), 3,6,8,3′,4′-pentamethoxy-5,7-dihydroxyflavone (RS8), cyanidin 3-O-β-D-galactoside
(RS9), 3,3′-dimethyl quercetin (RS10), 3′-methoxydaidzein (RS11), 3′-demethylnobiletin
(RS12), 3,8-dimethoxy-5,7-dihydroxy-3′,4′-methylenedioxyflavone (RS13), (+)-catechin-5-O-
glucoside (RS14), guibourtinidol-(4α→6)-catechin (RS15), petunidin (RS16), silybin (RS17),
andrographidine A (RS18), pelargonidin (RS19), 3′,4′,5,5′,6,7-heptamethoxyflavone (RS20),
(3R)-4′-methoxy-2′,3,7-trihydroxyisoflavanone (RS21), and flemiphilippinin C (RS22). In
addition, the relative contents of RS3, RS4, RS5, RS8, and RS14 were also investigated. RS13
and RS22 were observed to possess higher levels.

Table 2. Identification of chemical constituents from RS by UPLC-Q-TOF-MS.

No. R.T.
(min) Mode Diff

(ppm) Molecular Fragment
Ions (m/z) Identification Relative

Content (%) Reference

1 0.466 [M-H]+ −2.00 C20H16O5

171.0426;
185.0428;
333.0946

glabrone 2.58 [21]

2 2.232 [M-H]− −1.56 C15H14O7

125.0233;
137.0245;
179.0346

gallocatechin 8.42 [22]

3 3.574 [M-H]− −1.19 C19H18O8

151.0381;
216.0075;
300.9950

quercetagetin-6,7-3′,4′-tetramethyl ether 1.72 [23]

4 3.910 [M-H]− −1.93 C21H16O7

169.0869;
205.1222;
280.1247

chinensinaphthol 5.75 [24]

5 3.910 [M-H]− 2.80 C27H28O18

577.1340;
578.1369;
425.0870

nelumboside 21.26 [25]

6 4.326 [M-H]− −0.74 C45H38O18

311.0505;
601.1306;
602.1335

robinetinidol-(4α->8)-catechin-(6->4α)-
robinetinidol 3.27 [26]

7 4.494 [M-H]− 2.60 C15H14O6

127.0396;
163.0383;
271.0590

(-)-epicatechin 23.06 [26]

8 7.015 [M-H]− 0.10 C21H21O12

125.0259;
285.0365;
303.0500

delphinidin 3-galactoside 1.41 [27]
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Table 2. Cont.

No. R.T.
(min) Mode Diff

(ppm) Molecular Fragment
Ions (m/z) Identification Relative

Content (%) Reference

9 7.015 [M-H]− 0.06 C21H22O12

61.9884;
250.9457;
303.0507

plantagoside 1.29 [26]

10 7.770 [M-H]− −1.20 C15H12O6

125.0246;
259.0608;
269.0455

fustin 1.67 [28]

11 7.770 [M-H]− 4.40 C15H14O5

175.0245;
193.0861;
273.0967

(-)-epiafzelechin 0.44 [29]

12 8.102 [M-H]+ 2.38 C31H36O14

449.1781;
467.1881;
629.2414

ikarisoside F 1.62 [30]

13 8.693 [M-H]− −0.48 C20H20O9

135.1172;
179.1081;
223.0969

3′-demethylnobiletin 4.68 [31]

14 8.693 [M-H]− −0.21 C21H21O11

287.0556;
299.9896;
447.0561

cyanidin 3-O-β-D-galactoside 4.74 [32]

15 9.281 [M-H]− −0.63 C27H31O15

173.0069;
315.049;
441.0825

pelargonidin-3,5-diglucoside 0.35 [33]

16 11.211 [M-H]− −0.61 C15H11O7

125.0235;
152.0093;
285.0393

delphinidin 0.93 [34]

17 11.462 [M-H]− −3.24 C17H14O7

167.0352;
191.0351;
209.0460

3,3′-dimethylquercetin 0.33 [35]

18 11.462 [M-H]− −4.66 C16H12O5

125.0232;
151.0391;
175.0235

3′-methoxydaidzein 0.28 [36]

19 13.057 [M-H]− 0.16 C20H20O8

75.0080;
89.0240;
387.1144

3′-hydroxy-4′,5′,6,7,8-
pentamethoxyflavone 0.67 [37]

20 13.644 [M-H]− −0.12 C18H14O8

163.0037;
285.0767;
329.0640

3,8-dimethoxy-5,7-dihydroxy-3′,4′-
methylenedioxyflavone 3.62 [38]

21 13.644 [M-H]− −0.23 C21H24O11

101.0235;
179.0552;
405.2113

(+)-catechin-5-O-glucoside 1.47 [39]

22 14.064 [M-H]− −0.28 C30H26O10

151.0065;
271.0614;
433.1087

guibourtinidol-(4α-->6)-catechin 2.39 [40]

23 15.323 [M-H]− −0.72 C16H13O7

109.0293;
221.0790;
257.0444

petunidin 0.87 [41]

24 17.420 [M-H]− 0.26 C25H22O10

112.9861;
149.0440;
293.0869

silybin 0.39 [42]

25 17.840 [M-H]− −0.93 C26H28O14

174.0163;
340.1416;
563.1515

isoschaftoside 1.22 [43]

26 22.791 [M-H]− −0.84 C23H26O10

61.9884;
89.0213;
292.8688

andrographidine A 0.11 [44]

27 23.546 [M-H]− −1.33 C15H11O5

59.0138;
163.0749;
164.0784

pelargonidin 0.67 [45]

28 24.301 [M-H]− −1.32 C22H24O9

61.9884;
269.0410;
341.0663

3′,4′,5,5′,6,7-heptamethoxyflavone 0.24 [46]

29 25.976 [M-H]− −0.90 C16H14O6

89.0601;
133.0866;
283.1752

(3R)-4′-methoxy-2′,3,7-
trihydroxyisoflavanone 0.60 [47]

30 26.064 [M-H]− −1.47 C22H23O11

82.8591;
165.0146;
331.6164

malvidin-3-arabinoside 3.85 [48]

31 29.336 [M-H]− −3.33 C26H26O6

61.9885;
69.9166;
322.2770

flemiphilippinin C 0.10 [44]
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3.3. Identification of the Targets of RS

After removing duplicate values using the SwissTargetPrediction, OMIM, GeneCards,
and DisGeNET databases, 309 potential bioactive targets were identified for RS and
800 targets were identified for hyperlipidemia, and the RS–hyperlipidemia interaction
network was constructed using Cytoscape. As shown in Figure 2A, the interaction network
consisted of 329 nodes and 1235 edges. The main chemical constituents screened by the
degree values were the most relevant components: RS3, RS10, RS13, RS16, RS19, RS20,
RS12, RS2, RS17, and RS11. Using the Venn diagram, 41 RS–hyperlipidemia overlapping
targets (Figure 2B) were obtained, and these targets may be considered potential bioactive
targets for the treatment of hyperlipidemia.

1 

 

 

Figure 2. Interaction network analysis of RS hyperlipidemia. (A) “RS-component-target” network.
(B) Venn diagram and intersection targets of RS and hyperlipidemia.

3.4. PPI Network Analysis

The STRING database was used to create the RS–hyperlipidemia PPI network, which
had 41 nodes and 185 edges, and to predict their relationship (Figure 3). Using the “CytoN-
CAA” plugin in Cytoscape, the following core targets for RS treatment of hyperlipidemia
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were identified according to their degree values: tumor necrosis factor (TNF), epidermal
growth factor receptor (EGFR), vascular endothelial growth factor A (VEGFA), peroxisome
proliferator-activated receptor α (PPARA), estrogen receptor 1 (ESR1), heat shock protein 90
α family class A member 1 (HSP90AA1), matrix metallopeptidase 9 (MMP9), nuclear recep-
tor subfamily 3 group C member 1 (NR3C1), insulin-like growth factor binding protein 3
(IGFBP3), and cytochrome P450 family 19 subfamily A member 1 (CYP19A1). These targets
were indicated to potentially play an important role in the treatment of hyperlipidemia.
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3.5. Enrichment Analysis of GO Functional and KEGG Pathway

A total of 41 core genes were used for GO functional and KEGG pathway enrichment
analyses in the DAVID database (p < 0.01). As shown in Figure 4A, GO analysis showed
that the occurrence of hyperlipidemia involved 51 biological processes (BP), 9 cellular
components (CC), and 20 molecular functions (MF). RS may exert hypolipidemic effects
by regulating these processes. Among these, positive regulation of transcription from
the RNA polymerase II promoter, extracellular space, and protein binding were the main
enriched factors in BP, CC, and MF, respectively. Enrichment analysis of KEGG pathways,
as shown in Figure 4B, identified chemical carcinogenesis-receptor activation and pathways
in cancer, in addition to 37 other pathways associated with hypolipidemic activity. A
comprehensive analysis of these 39 signaling pathways revealed that the pathways most
related to hypolipidemic activity were chemical carcinogenesis-receptor activation and
pathways in cancer, with 13 targets involved in both pathways.
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3.6. Molecular Docking Verification

The re-docking analysis of the co-crystallized inhibitors to the protein targets verified
that the RMSD values for each co-crystallized inhibitor pose were below 2.00 Å, which
indicates that the docking scheme was in an acceptable range of precision. The binding
energies of docking of the active molecules and potential targets of hyperlipidemia are
shown in Figure 5, where the docking energy was used as a surrogate for docking capacity.
The lower the binding energy, the higher the binding capacity. RS1 exhibited the highest
docking activity with HSP90AA1, and the binding energies of docking were less than −9,
indicating high binding activity. In addition, the docking energies of RS1, RS3, RS11, and
RS22 with PPARA and RS1, RS19, RS21, and RS22 with MMP9 were less than –7, suggesting
a strong binding capacity. To demonstrate the docking of the identified compounds with
potential targets of hyperlipidemia, we performed molecular simulation analysis of the
active compounds with high binding activity to identify their molecular binding sites
(Figure 6).
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4. Discussion

Flavonoids have demonstrated potential in the treatment of hyperlipidemia [49,50],
but there are no studies on the hypolipidemic effects of RS. Therefore, we established a
hyperlipidemic zebrafish model to evaluate the effects of RS in the treatment of hyper-
lipidemia. In this study, we demonstrated that RS exerts a pronounced hypolipidemic
effect at concentrations between 10 and 30 µg/mL, showing superior hypolipidemic effects
to lovastatin (0.081 µg/mL) in a dose-dependent manner. A total of 31 flavonoids were
identified in this study, of which 22 compounds with biological activity were screened using
active target screening. Topological analysis showed that RS16 and RS19 were enriched in
most targets and highly correlated with core genes.

Hyperlipidemia is a typical chronic metabolic disease characterized by dyslipidemia
and is caused by poor diet and lifestyle. High blood lipid levels in the body over a
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long period of time can directly or indirectly cause severe health complications, such as
atherosclerosis, coronary heart disease, and pancreatitis [51]. The current treatment for
hyperlipidemia involves statins and fibrates, which are effective in treating hyperlipidemia;
however, they can induce adverse effects such as respiratory infections and muscle pain [52].
Natural products are useful adjuncts to conventional therapies for patients with metabolic
disorders because of their low side effects. Therefore, based on the safety, health, and
effectiveness of natural foods, the identification of novel hypolipidemic active ingredients
has attracted attention [53]. R. sterilis is a new type of healthy fruit that is rich in vitamin
C, polyphenols, and flavonoids, and its juice can be consumed as a delicious drink. Evi-
dence suggests that the R. sterilis water extract confers a protective effect on biomolecules
against free radical damage, which may be related to its high content of polyphenols and
flavonoids [54]. In addition, the survival rate of AHH-1 cells pretreated with the R. sterilis
flavonoid extract significantly increases 24 h after 5 Gy of 60Co irradiation [55].

Natural products have great potential for the prevention and treatment of chronic
diseases, owing to their multi-target modulatory capabilities [56]. Recently, the widespread
application of network pharmacology methods has provided new avenues for research on
natural products [57]. Dietary intake of flavonoids prevents obesity in healthy adults, and
this positive effect is strongly associated with anthocyanins and proanthocyanidins; both
RS16 and RS19 identified in this study belong to the anthocyanin family [58]. Anthocyanins
have been found to effectively reduce the levels of blood TG, TC, and LDL-C as well as non-
esterified fatty acids. Additionally, anthocyanins have been shown to increase high-density
lipoprotein cholesterol (HDL-C) levels, regulate the expression of proteins such as PPARγ,
CCAAT/enhancer-binding protein (C/EBPs), and 2 homolog 1 (SIRT1), thereby alleviating
atherosclerotic dyslipidemia [59,60]. Several active compounds in RS have been confirmed
to exert strong hypolipidemic effects. RS17 has been widely used to treat chronic metabolic
diseases in humans since ancient times. RS17 significantly reduces the serum levels of
TC, TG, LDL-C, and very low-density lipoprotein cholesterol (VLDL-C) and markedly
improves HDL-C levels [61]. Zebrafish experiments in this study have also demonstrated
the strong potential of active ingredients in RS to reduce blood lipid levels.

PPI network analysis showed that TNF, EGFR, VEGFA, PPARA, ESR1, HSP90AA1,
MMP9, NR3C1, IGFBP3, and CYP19A1 were critical targets for RS-mediated hypolipidemic
effects. TNF is an essential target for many chronic metabolic diseases and decreases
lipoprotein lipase activity, thereby increasing serum TG levels [62]. EGFR deficiency could
limit lipid uptake, attenuate the inflammatory response, and impede the development
of atherosclerosis. Conversely, the activation of EGFR will lead to the activation of the
PI3K/AKT/mTOR signaling pathway, which plays an important role in pathophysiological
processes such as hyperlipidemia and atherosclerosis [63]. VEGFA, a member of the VEGF
family, plays crucial roles in angiogenesis, regulation of vascular permeability, and main-
tenance of vascular physiological functions. Additionally, VEGFA is directly associated
with the regulation of obesity [64]. PPARA is a key transcription factor in lipid homeosta-
sis, certain hepatic detoxification processes, and inflammation control, and the results of
multiple studies suggest that many lipid-lowering drugs act by binding to and inducting
PPARA [65]. ESR1 mediates the physiological functions of estrogen and is associated
with arterial hypertension, changes in blood lipid levels, coronary atherosclerosis, and
changes in HDL-C levels in postmenopausal women [66]. High lipid accumulation is typi-
cally accompanied by oxidative stress, and the downregulation of HSP90AA1 expression
promotes nuclear factor erythroid 2-related factor 2 (Nrf2) activation and inhibits NF-κB
expression in plaques, thereby exerting a hypolipidemic effect [67]. MMP9 is secreted
by vascular endothelial cells, smooth muscle cells, M lymphocytes, and T lymphocytes
in hyperlipidemia-induced atherosclerotic plaques, and its overactivation leads to extra-
cellular mesenchymal disruption, potential pathological remodeling, and restenosis [68].
NR3C1 regulates genes involved in the control of development, metabolism, and immune
responses and can regulate the flow of TGs to the liver through the angiopoietin-like 4
(ANGPTL4) pathway, thereby exerting hypolipidemic effects [69]. IGFBP3 is the most
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abundant insulin-like growth factor in the serum. Its circulating levels closely correlate
with daytime growth hormone secretion, reflecting spontaneous growth hormone secretion
in healthy individuals. Moreover, reduced levels of IGFBP3 are associated with an increased
risk of cardiovascular disease, including coronary artery disease and cardiovascular disease
mortality [70]. CYP19A1 regulates cholesterol-mediated organs of steroidogenesis. Its
ability to regulate steroid hormone biosynthesis, thyroid hormone signaling pathways, and
bile secretion is inextricably intertwined with lipid metabolism in the human body [71].

The docking results of the active ingredients identified by UPLC-Q-TOF-MS with key
proteins showed that RS1 with HSP90AA1 had the highest docking activity among all
the ingredients of RS; docking activities of RS1, RS3, RS11, and RS22 with PPARA and of
RS1, RS19, RS21, and RS22 with MMP9 were high. These results suggest that the active
ingredients of RS directly bind to HSP90AA1, PPARA, and MMP9 to activate NF-κB, thus
maintaining lipid homeostasis in the body [72,73]. These targets are strongly associated
with human lipid levels and were the core targets enriched in this study, suggesting that
they are potential targets for RS to exert hypolipidemic effects.

In the GO enrichment analysis, 41 intersecting genes were significantly associated with
hypolipidemia-related metabolic biological processes, including the intracellular steroid
hormone receptor signaling pathway, positive regulation of cholesterol efflux, and carbo-
hydrate metabolic process. In addition, KEGG analysis revealed that metabolic pathways
associated with cancer might play an important role in hypolipidemic effects, such as
chemical carcinogenesis, receptor activation, pathways in cancer, prostate cancer, and
proteoglycans in cancer. Alterations in lipid metabolism, which have been commonly
disregarded in the past, are now accepted as hallmarks of cancer. Based on previous ex-
perimental observations, hyperlipidemia is strongly correlated with cancer, with common
or partial hormonal metabolic mechanisms indicating that they have common drug tar-
gets [74]. Cholesterol plays a vital role in key cellular processes and functions, particularly
in cell membrane production. Cancer cells require high levels of cholesterol to increase cell
differentiation for uncontrolled reproduction, thereby causing hyperlipidemia; therefore,
current treatments for cancer generally prioritize cholesterol-limiting bioinhibitors [75].
Furthermore, signaling pathways directly related to lipids were enriched in adipocyte
lipolysis regulation as well as in lipids and atherosclerosis. These signaling pathways
modulate the activity of lipolytic enzymes and auxiliary proteins in the body and adjust
the rate of lipolysis via hormonal and biochemical signals, allowing for a maximal response
of the adipose tissue to energy demand and availability [76]. In this study, the above
pathways were significantly enriched and demonstrated that RS can treat hyperlipidemia
by modulating the above signaling pathways.

5. Conclusions

In this study, the total flavonoids in R. sterilis were determined by UPLC-Q-TOF-
MS and analyzed using pharmacological experiments and network pharmacology, which
revealed their remarkable hypolipidemic effects and which exerts their hypolipidemic
effects mainly through lipolytic regulation of adipocytes and lipids, indicating that RS can
be developed for hyperlipidemia treatment. Moreover, molecular docking suggests that
flavonoids in R. sterilis have a strong binding capacity to potential targets of hyperlipidemia.
Mover, RS3 possessed higher content and better target binding ability, which suggested that
RS3 might be an important component of RS with hypolipidemic active function. Further
in vitro and in vivo studies on the compounds and targets of action of flavonoids in RS
should be conducted for a deeper understanding of the hypolipidemic effects of RS.
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23. Dermanović, M.; Jokić, A.M.; Stefanović, M. Quercetagetin 6, 7, 3′, 4′-tetramethyl ether: A new flavonol from Artemisia annua.
Phytochemistry 1975, 14, 1873. [CrossRef]

24. Qin, J.A.; Luo, J.Y.; Zhao, H.Z.; Zhang, S.S.; Zhang, X.G.; Yang, M.G. Determination and pharmacokinetics of chinensinaphthol
methyl ether in rat urine by a sensitive and specific UFLC-ESI-MS/MS method. J. Chromatogr. B 2016, 1033–1034, 311–316.
[CrossRef] [PubMed]

25. Saito, K. Quantitative variation of flavonoids and related compounds in Cosmos bipinnatus. Acta Soc. Bot. Pol. 1979, 48, 317–325.
[CrossRef]

26. Gao, M.Z.; Peng, X.W.; Tang, J.R.; Deng, J.; Wang, F.; Zhang, Y.J.; Zhao, P.; Kan, H.; Liu, Y. Anti-inflammatory effects of Camellia
fascicularis polyphenols via attenuation of NF-κB and MAPK pathways in LPS-induced THP-1 macrophages. J. Inflamm. Res. 2022,
15, 851–964. [CrossRef] [PubMed]

27. Zhang, Y.; Vareed, S.K.; Nair, M.G. Human tumor cell growth inhibition by nontoxic anthocyanidins, the pigments in fruits and
vegetables. Life Sci. 2005, 76, 1465–1472. [CrossRef]

28. Sanz, M.; Fernández de Simón, B.; Esteruelas, E.; Muñoz, A.M.; Cadahía, E.; Hernández, M.T.; Estrella, I.; Martinez, J. Polyphenols
in red wine aged in acacia (Robinia pseudoacacia) and oak (Quercus petraea) wood barrels. Anal. Chim. Acta 2012, 732, 83–90.
[CrossRef]

29. Wong, K.C.; Law, M.C.; Wong, M.S.; Chan, T.H. Development of a UPLC-MS/MS bioanalytical method for the pharmacokinetic
study of (−)-epiafzelechin, a flavan-3-ol with osteoprotective activity, in C57BL/6J mice. J. Chromatogr. B 2014, 967, 162–167.
[CrossRef]

30. Dai, Y.; Tu, F.J.; Yao, Z.H.; Ding, B.; Xu, W.; Qiu, X.H.; Yao, X.S. Rapid identification of chemical constituents in traditional Chinese
medicine fufang preparation xianling gubao capsule by LC-linear ion trap/orbitrap mass spectrometry. Am. J. Chin. Med. 2013,
41, 1181–1198. [CrossRef]

31. Li, S.M.; Sang, S.M.; Pan, M.H.; Lai, C.S.; Lo, C.Y.; Yang, C.S.; Ho, C.T. Anti-inflammatory property of the urinary metabolites of
nobiletin in mouse. Bioorg. Med. Chem. Lett. 2007, 17, 5177–5181. [CrossRef]

32. Jiang, L.H.; Shen, X.J.; Shoji, T.; Kanda, T.; Zhou, J.C.; Zhao, L.M. Characterization and activity of anthocyanins in Zijuan tea
(Camellia sinensis var. kitamura). J. Agric. Food Chem. 2013, 61, 3306–3310. [CrossRef]

33. Barnes, J.S.; Schug, K.A. Structural characterization of cyanidin-3,5-diglucoside and pelargonidin-3,5-diglucoside anthocyanins:
Multi-dimensional fragmentation pathways using high performance liquid chromatography-electrospray ionization-ion trap-time
of flight mass spectrometry. Int. J. Mass Spectrom. 2011, 308, 71–80. [CrossRef]

34. de Brito, E.S.; de Araújo, M.C.; Lin, L.Z.; Harnly, J. Determination of the flavonoid components of cashew apple (Anacardium
occidentale) by LC-DAD-ESI/MS. Food Chem. 2007, 105, 1112–1118. [CrossRef]

35. Wollenweber, E.; Seigler, D.S. Flavonoids from the exudate of Acacia neovernicosa. Phytochemistry 1982, 21, 1063–1066. [CrossRef]
36. Prasain, J.K.; Jones, K.; Kirk, M.; Wilson, L.; Smith-Johnson, M.; Weaver, C.; Barnes, S. Profiling and quantification of isoflavonoids

in kudzu dietary supplements by high-performance liquid chromatography and electrospray ionization tandem mass spectrome-
try. J. Agric. Food Chem. 2003, 51, 4213–4218. [CrossRef]

37. Li, S.M.; Wang, Z.Y.; Sang, S.M.; Huang, M.T.; Ho, C.T. Identification of nobiletin metabolites in mouse urine. Mol. Nutr. Food Res.
2006, 50, 291–299. [CrossRef] [PubMed]

38. Simonsen, H.T.; Larsen, M.D.; Nielsen, M.W.; Adsersen, A.; Olsen, C.E.; Strasberg, D.; Smitt, U.W.; Jaroszewski, J.W.
Methylenedioxy- and methoxyflavones from Melicope coodeana syn. Euodia simplex. Phytochemistry 2002, 60, 817–820. [CrossRef]
[PubMed]

39. Rao, S.; Santhakumar, A.B.; Chinkwo, K.A.; Blanchard, C.L. Q-TOF LC/MS identification and UHPLC-online ABTS antioxidant
activity guided mapping of barley polyphenols. Food Chem. 2018, 266, 323–328. [CrossRef]

40. Lomakool, S.; Ruangrit, K.; Jeerapan, I.; Tragoolpua, Y.; Pumas, C.; Srinuanpan, S.; Pekkoh, J.; Duangjan, K. Biological activities
and phytochemicals profiling of different cyanobacterial and microalgal biomass. Biomass Convers. Biorefinery 2023, 13, 4195–4211.
[CrossRef]

41. Sang, J.; Li, B.; Huang, Y.Y.; Ma, Q.; Liu, K.; Li, C.Q. Deep eutectic solvent-based extraction coupled with green two-dimensional
HPLC-DAD-ESI-MS/MS for the determination of anthocyanins from Lycium ruthenicum Murr. Fruit. Anal. Methods 2018, 10,
1247–1257. [CrossRef]

42. Brinda, B.J.; Zhu, H.J.; Markowitz, J.S. A sensitive LC-MS/MS assay for the simultaneous analysis of the major active components
of silymarin in human plasma. J. Chromatogr. B 2012, 902, 1–9. [CrossRef] [PubMed]

43. Picariello, G.; Sciammaro, L.; Siano, F.; Volpe, M.G.; Puppo, M.C.; Mamone, G. Comparative analysis of C-glycosidic flavonoids
from Prosopis spp. and Ceratonia siliqua seed germ flour. Food Res. Int. 2017, 99, 730–738. [CrossRef] [PubMed]

44. Sun, F.; Li, Q.; Xu, J. Chemical composition of roots Flemingia philippinensis and their inhibitory kinetics on aromatase. Chem.
Biodivers. 2017, 14, e1600193. [CrossRef]

45. Noda, Y.; Kaneyuki, T.; Mori, A.; Packer, L. Antioxidant activities of pomegranate fruit extract and its anthocyanidins: Delphinidin,
cyanidin, and pelargonidin. J. Agric. Food Chem. 2002, 50, 166–171. [CrossRef] [PubMed]

https://doi.org/10.1016/j.jchromb.2021.122886
https://www.ncbi.nlm.nih.gov/pubmed/34428648
https://doi.org/10.1016/0031-9422(75)85317-9
https://doi.org/10.1016/j.jchromb.2016.08.041
https://www.ncbi.nlm.nih.gov/pubmed/27595651
https://doi.org/10.5586/asbp.1979.026
https://doi.org/10.2147/JIR.S349981
https://www.ncbi.nlm.nih.gov/pubmed/35177920
https://doi.org/10.1016/j.lfs.2004.08.025
https://doi.org/10.1016/j.aca.2012.01.061
https://doi.org/10.1016/j.jchromb.2014.07.028
https://doi.org/10.1142/S0192415X13500808
https://doi.org/10.1016/j.bmcl.2007.06.096
https://doi.org/10.1021/jf304860u
https://doi.org/10.1016/j.ijms.2011.07.026
https://doi.org/10.1016/j.foodchem.2007.02.009
https://doi.org/10.1016/S0031-9422(00)82416-4
https://doi.org/10.1021/jf030174a
https://doi.org/10.1002/mnfr.200500214
https://www.ncbi.nlm.nih.gov/pubmed/16521176
https://doi.org/10.1016/s0031-9422(02)00083-3
https://www.ncbi.nlm.nih.gov/pubmed/12150806
https://doi.org/10.1016/j.foodchem.2018.06.011
https://doi.org/10.1007/s13399-021-01974-0
https://doi.org/10.1039/C8AY00101D
https://doi.org/10.1016/j.jchromb.2012.06.003
https://www.ncbi.nlm.nih.gov/pubmed/22766231
https://doi.org/10.1016/j.foodres.2017.06.058
https://www.ncbi.nlm.nih.gov/pubmed/28784538
https://doi.org/10.1002/cbdv.201600193
https://doi.org/10.1021/jf0108765
https://www.ncbi.nlm.nih.gov/pubmed/11754562


Curr. Issues Mol. Biol. 2024, 46 5145

46. Zhao, X.J.; Guo, P.M.; Pang, W.H.; Zhang, Y.H.; Zhao, Q.Y.; Jiao, B.N.; Kilmartin, P.A. A rapid UHPLC-QqQ-MS/MS method for
the simultaneous qualitation and quantitation of coumarins, furocoumarins, flavonoids, phenolic acids in pummelo fruits. Food
Chem. 2020, 325, 126835. [CrossRef] [PubMed]

47. Chan, S.C.; Chang, Y.S.; Wang, J.P.; Chen, S.C.; Kuo, S.C. Three new flavonoids and antiallergic, anti-inflammatory constituents
from the heartwood of Dalbergia odorifera. Planta Med. 1998, 64, 153–158. [CrossRef] [PubMed]

48. Wu, X.; Prior, R.L. Systematic identification and characterization of anthocyanins by HPLC-ESI-MS/MS in common foods in the
United States: Fruits and berries. J. Agric. Food Chem. 2005, 53, 2589–2599. [CrossRef] [PubMed]

49. Bustos, A.S.; Håkansson, A.; Linares-Pastén, J.A.; Nilsson, L. Interaction between myricetin aggregates and lipase under simplified
intestinal conditions. Foods 2020, 9, 777. [CrossRef]

50. Yang, T.T.; Zhou, W.T.; Xu, W.Q.; Ran, L.W.; Yan, Y.M.; Lu, L.; Mi, J.; Zeng, X.X.; Cao, Y. Modulation of gut microbiota and
hypoglycemic/hypolipidemic activity of flavonoids from the fruits of Lycium barbarum on high-fat diet/streptozotocin-induced
type 2 diabetic mice. Food Funct. 2022, 13, 11169–11184. [CrossRef]

51. Islam, S.U.; Ahmed, M.B.; Ahsan, H.; Lee, Y.S. Recent molecular mechanisms and beneficial effects of phytochemicals and
plant-based whole foods in reducing LDL-C and preventing cardiovascular disease. Antioxidants 2021, 10, 784. [CrossRef]

52. Wu, P.; Feng, Q.P.; Kerchberger, V.E.; Nelson, S.D.; Chen, Q.X.; Li, B.S.; Edwards, T.L.; Cox, N.J.; Phillips, E.J.; Stein, C.M.; et al.
Integrating gene expression and clinical data to identify drug repurposing candidates for hyperlipidemia and hypertension. Nat.
Commun. 2022, 13, 46. [CrossRef]

53. Rozman, D.; Monostory, K. Perspectives of the non-statin hypolipidemic agents. Pharmacol. Therapeut. 2010, 127, 19–40. [CrossRef]
[PubMed]

54. Zhu, J.Z.; Zhang, B.; Wang, B.X.; Li, C.; Fu, X.; Huang, Q. In-vitro inhibitory effects of flavonoids in Rosa roxburghii and R. sterilis
fruits on α-glucosidase: Effect of stomach digestion on flavonoids alone and in combination with acarbose. J. Funct. Foods 2019,
54, 13–21. [CrossRef]

55. Xu, P.; Zhang, W.B.; Cai, X.H.; Lu, D.D.; He, X.Y.; Qiu, P.Y.; Wu, J. Flavonoids of Rosa roxburghii Tratt act as radioprotectors. Asian
Pac. J. Cancer Prev. 2014, 15, 8171–8175. [CrossRef] [PubMed]

56. Borges, A.; de Freitas, V.; Mateus, N.; Fernandes, I.; Oliveira, J. Solid Lipid nanoparticles as carriers of natural phenolic compounds.
Antioxidants 2020, 9, 998. [CrossRef] [PubMed]

57. McClure-Begley, T.D.; Roth, B.L. The promises and perils of psychedelic pharmacology for psychiatry. Nat. Rev. Drug Discov.
2022, 21, 463–473. [CrossRef]

58. Bertoia, M.L.; Rimm, E.B.; Mukamal, K.J.; Hu, F.B.; Willett, W.C.; Cassidy, A. Dietary flavonoid intake and weight maintenance:
Three prospective cohorts of 124,086 US men and women followed for up to 24 years. BMJ 2016, 352, i17. [CrossRef]

59. Chen, Z.Q.; Wang, C.; Pan, Y.X.; Gao, X.D.; Chen, H.X. Hypoglycemic and hypolipidemic effects of anthocyanins extract from
black soybean seed coat in high fat diet and streptozotocin-induced diabetic mice. Food Funct. 2018, 9, 426–439. [CrossRef]

60. Sivamaruthi, B.S.; Kesika, P.; Chaiyasut, C. The influence of supplementation of anthocyanins on obesity-associated comorbidities:
A concise review. Foods 2020, 9, 687. [CrossRef]

61. Gobalakrishnan, S.; Asirvatham, S.S.; Janarthanam, V. Effect of silybin on lipid profile in hypercholesterolaemic rats. J. Clin. Diagn.
Res. 2016, 10, FF01–FF05. [CrossRef] [PubMed]

62. Lei, Y.F.; Chen, J.L.; Wei, H.; Xiong, C.M.; Zhang, Y.H.; Ruan, J.L. Hypolipidemic and anti-inflammatory properties of Abacopterin
A from Abacopteris penangiana in high-fat diet-induced hyperlipidemia mice. Food Chem. Toxicol. 2011, 49, 3206–3210. [CrossRef]
[PubMed]

63. Wang, L.T.; Huang, Z.Q.; Huang, W.J.; Chen, X.M.; Shan, P.R.; Zhong, P.; Khan, Z.; Wang, J.Y.; Fang, Q.; Liang, G.; et al. Inhibition
of epidermal growth factor receptor attenuates atherosclerosis via decreasing inflammation and oxidative stress. Sci. Rep. 2017, 8,
45917. [CrossRef] [PubMed]

64. Jászai, J.; Schmidt, M.H.H. Trends and challenges in tumor anti-angiogenic therapies. Cells 2019, 8, 1102. [CrossRef] [PubMed]
65. Motojima, K. A metabolic switching hypothesis for the first step in the hypolipidemic effects of fibrates. Biol. Pharm. Bull. 2002,

25, 1509–1511. [CrossRef] [PubMed]
66. Herrington, D.M.; Howard, T.D.; Hawkins, G.A.; Reboussin, D.M.; Xu, J.; Zheng, S.L.; Brosnihan, K.B.; Meyers, D.A.; Bleecker,

E.R. Estrogen-receptor polymorphisms and effects of estrogen replacement on high-density lipoprotein cholesterol in women
with coronary disease. N. Engl. J. Med. 2002, 346, 967–974. [CrossRef]

67. Shuai, X.X.; Dai, T.T.; McClements, D.J.; Ruan, R.; Du, L.Q.; Liu, Y.H.; Chen, J. Hypolipidemic effects of macadamia oil are related
to AMPK activation and oxidative stress relief: In vitro and in vivo studies. Food Res. Int. 2023, 168, 112772. [CrossRef] [PubMed]

68. Liu, G.L.; Wang, B.; Zhang, J.D.; Jiang, H.; Liu, F.Y. Total panax notoginsenosides prevent atherosclerosis in apolipoprotein
E-knockout mice: Role of downregulation of CD40 and MMP-9 expression. J. Ethnopharmacol. 2009, 126, 350–354. [CrossRef]
[PubMed]

69. Grootaert, C.; Van de Wiele, T.; Verstraete, W.; Bracke, M.; Vanhoecke, B. Angiopoietin-like protein 4: Health effects, modulating
agents and structure-function relationships. Expert Rev. Proteom. 2012, 9, 181–199. [CrossRef]

70. Sierra-Johnson, J.; Romero-Corral, A.; Somers, V.K.; Lopez-Jimenez, F.; Mälarstig, A.; Brismar, K.; Hamsten, A.; Fisher, R.M.;
Hellénius, M.L. IGF-I/IGFBP-3 ratio: A mechanistic insight into the metabolic syndrome. Clin. Sci. 2009, 116, 507–512. [CrossRef]

71. Velasco-Santamaría, Y.M.; Korsgaard, B.; Madsen, S.S.; Bjerregaard, P. Bezafibrate, a lipid-lowering pharmaceutical, as a potential
endocrine disruptor in male zebrafish (Danio rerio). Aquat. Toxicol. 2011, 105, 107–118. [CrossRef] [PubMed]

https://doi.org/10.1016/j.foodchem.2020.126835
https://www.ncbi.nlm.nih.gov/pubmed/32387935
https://doi.org/10.1055/s-2006-957394
https://www.ncbi.nlm.nih.gov/pubmed/9525107
https://doi.org/10.1021/jf048068b
https://www.ncbi.nlm.nih.gov/pubmed/15796599
https://doi.org/10.3390/foods9060777
https://doi.org/10.1039/d2fo01268e
https://doi.org/10.3390/antiox10050784
https://doi.org/10.1038/s41467-021-27751-1
https://doi.org/10.1016/j.pharmthera.2010.03.007
https://www.ncbi.nlm.nih.gov/pubmed/20420853
https://doi.org/10.1016/j.jff.2019.01.009
https://doi.org/10.7314/apjcp.2014.15.19.8171
https://www.ncbi.nlm.nih.gov/pubmed/25339001
https://doi.org/10.3390/antiox9100998
https://www.ncbi.nlm.nih.gov/pubmed/33076501
https://doi.org/10.1038/s41573-022-00421-7
https://doi.org/10.1136/bmj.i17
https://doi.org/10.1039/c7fo00983f
https://doi.org/10.3390/foods9060687
https://doi.org/10.7860/JCDR/2016/16393.7566
https://www.ncbi.nlm.nih.gov/pubmed/27190826
https://doi.org/10.1016/j.fct.2011.08.027
https://www.ncbi.nlm.nih.gov/pubmed/21963953
https://doi.org/10.1038/srep45917
https://www.ncbi.nlm.nih.gov/pubmed/28374780
https://doi.org/10.3390/cells8091102
https://www.ncbi.nlm.nih.gov/pubmed/31540455
https://doi.org/10.1248/bpb.25.1509
https://www.ncbi.nlm.nih.gov/pubmed/12419973
https://doi.org/10.1056/NEJMoa012952
https://doi.org/10.1016/j.foodres.2023.112772
https://www.ncbi.nlm.nih.gov/pubmed/37120222
https://doi.org/10.1016/j.jep.2009.08.014
https://www.ncbi.nlm.nih.gov/pubmed/19703533
https://doi.org/10.1586/epr.12.12
https://doi.org/10.1042/CS20080382
https://doi.org/10.1016/j.aquatox.2011.05.018
https://www.ncbi.nlm.nih.gov/pubmed/21703979


Curr. Issues Mol. Biol. 2024, 46 5146

72. Liu, S.F.; Wang, N.; Long, Y.Q.; Wu, Z.; Zhou, S.H. Zinc homeostasis: An emerging therapeutic target for neuroinflammation
related diseases. Biomolecules 2023, 13, 416. [CrossRef] [PubMed]

73. Daily, J.W.; Kang, S.; Park, S. Protection against Alzheimer’s disease by luteolin: Role of brain glucose regulation, anti-
inflammatory activity, and the gut microbiota-liver-brain axis. Biofactors 2021, 47, 218–231. [CrossRef]

74. Berstein, L.M. Clinical usage of hypolipidemic and antidiabetic drugs in the prevention and treatment of cancer. Cancer Lett. 2005,
224, 203–212. [CrossRef] [PubMed]

75. Koene, R.J.; Prizment, A.E.; Blaes, A.; Konety, S.H. Shared risk factors in cardiovascular disease and cancer. Circulation 2016, 133,
1104–1114. [CrossRef]

76. Duncan, R.E.; Ahmadian, M.; Jaworski, K.; Sarkadi-Nagy, E.; Sul, H.S. Regulation of lipolysis in adipocytes. Annu. Rev. Nutr.
2007, 27, 79–101. [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/10.3390/biom13030416
https://www.ncbi.nlm.nih.gov/pubmed/36979351
https://doi.org/10.1002/biof.1703
https://doi.org/10.1016/j.canlet.2004.11.011
https://www.ncbi.nlm.nih.gov/pubmed/15914271
https://doi.org/10.1161/CIRCULATIONAHA.115.020406
https://doi.org/10.1146/annurev.nutr.27.061406.093734

	Introduction 
	Materials and Methods 
	Preparation for RS 
	Zebrafish Experimental Design 
	UPLC-Q-TOF-MS Analysis 
	Network Pharmacology Analysis of RS 
	Molecular Docking Analysis 
	Statistical Analyses 

	Results 
	Hypolipidemic Effects of RS 
	UPLC-Q-TOF-MS Analysis of RS 
	Identification of the Targets of RS 
	PPI Network Analysis 
	Enrichment Analysis of GO Functional and KEGG Pathway 
	Molecular Docking Verification 

	Discussion 
	Conclusions 
	References

