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Abstract

Introduction

We aimed to evaluate the serum level of miRNA-27 (miRNA-27a and miRNA-27b) expression in
familial hypercholesterolemia. miRNA-27a/b is a prominent regulator of cholesterol and lipid
metabolism and essential miRNA in suppressing cholesterol efflux.

Material and methods

miRNA-27a/b levels in serum were compared between 39 patients with heterozygous familial
hypercholesterolemia (HeFH=20) and homozygous familial hypercholesterolemia (HoFH=19), and 20
healthy subjects. Here, we set out to further characterize the role of miRNA-27a/b in the severity of FH
by evaluating the expression of mMiRNA-27a/b in these subjects. The expression level of mMiRNA-27a/b
was measured using real-time PCR in the three mentioned groups.

Results

miRNA-27a/b expression in patients with FH (fold change: 2.21+0.69, P=0.001), as well as a subgroup
of homozygous FH (fold change: 3+1.19, P=0.001), was significantly higher compared to healthy
people. There was a borderline non-significant difference between the heterozygous FH and groups
(FC: 1.6210.46, P=0.059). In the comparison between HoFH and HeFH, the HoFH group had a higher
significant level of miRNA-27a/b expression (FC: 1.84+1.19, P=0.009). Furthermore, the expression
level was also examined in terms of gender, which was found to be significant in the comparison
between the male FH and control groups. However, this difference was not seen between female
groups.

Conclusions

Our research exhibited that miRNA-27a/b has a higher expression in patients with FH than in healthy
individuals. Moreover, in comparison with HoFH and HeFH groups, the former had a higher
expression level of miRNA-27a/b, which indicates the potential of miRNA-27a/b as a candidate marker
for the severity of disease in individuals with FH.
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Abstract

Background: Familial hypercholesterolemia (FH) is an autosomal dominant disorder identified by abnormally
high amounts of low-density lipoprotein cholesterol (LDL-C). MicroRNAs (miRNAS) are a novel approach to
modulate gene expression in eukaryotes, and their usage has substantially improved our understanding of the
mechanisms that control gene expression. miRNA-27a/b, in particular, has been identified as prominent regulators
of cholesterol and lipid metabolism and are known as essential miRNAs in suppressing cholesterol efflux and
may be a possible therapeutic target for atherosclerosis and lipid metabolism. Therefore, we aimed to evaluate
the serum level of MIRNA-27 (miRNA-27a and miRNA-27b) expression in patients with FH.

Methods: miRNA-27a/b levels in serum were compared between 39 patients with heterozygous familial
hypercholesterolemia (HeFH=20) and homozygous familial hypercholesterolemia (HoFH=19), and 20 healthy
subjects (control group). We set out to characterize the role of miRNA-27a/b in the severity of FH by evaluating
the expression of miRNA-27a/b in these subjects. The expression level of miRNA-27a/b was measured using
real-time PCR in the three mentioned groups.

Results: miRNA-27a/b expression in patients with FH (fold change: 2.21+0.69, P=0.001), as well as a subgroup
of homozygous FH (fold change: 3+1.19, P=0.001), was significantly higher compared to healthy people. There
was a borderline non-significant difference between the heterozygous FH and groups (FC: 1.62+0.46,
P=0.059). In the comparison between HoFH and HeFH, the HoOFH group had a higher significant level of miRNA-
27alb expression (FC: 1.84+1.19, p=0.009). Furthermore, the expression level was also examined in terms of
gender, which was found to be significant in the comparison between the male FH and healthy control groups
(FC: 3.08+5.6, P=0.002). However, this difference was not seen between female groups.

Conclusions: Our research exhibited that miRNA-27a/b has a higher expression in patients with FH than in
healthy individuals. Moreover, in comparison with HoFH and HeFH groups, the former had a higher expression
level of miRNA-27a/b, which indicates the potential of miRNA-27a/b as a candidate marker for the severity of
disease in individuals with FH.
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Introduction

Familial hypercholesterolemia (FH) is categorized among autosomal dominant disorders (1), which in time can
trigger cardiovascular disease (2-4). In this abnormality, most cases are caused by a loss-of-function mutation in
the gene coding for the low-density lipoprotein receptor (LDLR) (5, 6). The LDLR plays a critical function in the
elimination of cholesterol from circulation. The binding of low-density lipoprotein cholesterol (LDL-C) to LDLR
initiates receptor-mediated endocytosis (2). Furthermore, mutations in the LDL receptor-binding region of
apolipoprotein B (APOB) and the infrequent gain-of-function of proprotein convertase subtilisin/Kexin type 9
(PCSKO9) gene may be responsible because binding of this protein to LDLR causes it to be degraded in lysosomes,
reducing LDLR's longevity (7). However, this mutation is less frequent (8). In addition, a mutation in signal-
transducing adaptor family member 1 (STAP1) was also reported to cause FH (9).

The majority of FH people are heterozygous for mutations, with a prevalence of 1 in 200 (10). In rare cases,
people with FH have a homozygous genotype (both alleles have the same mutation), with a frequency of 1 in 1
million (11, 12).

Statins are the most commonly prescribed medications for the treatment of FH (13). Statins can delay or even
reverse the progression of coronary and cerebral atherosclerosis since they can increase the level of hepatic LDLR.
Besides, statins possess numerous salutary effects that are independent of lipid lowering (14-22). Nevertheless,
some patients are statin-resistant because they do not achieve the required LDL-C goal level and continue to have
cardiovascular events (23) while others are statin-intolerant and have side effects. As a result, more effective
therapies to lower blood LDL-C levels to avoid atherosclerosis and its consequences are desperately needed (13).
miRNAs are regulatory molecules made up of noncoding nucleotides (24) that control gene expression by
targeting complementary sequences found mostly in messenger RNAs' 3'-untranslated region (3'-UTR), resulting
in MRNA destruction or translational suppression of targeted transcripts (25). miRNAs have been found to have
therapeutic potential in the treatment of a variety of disorders, including tumors, infections, and chronic
cardiovascular conditions (5, 26, 27).

Several studies have shown that miRNAs are key components of the cardiogenic regulatory network (28, 29).
The discovery of putative target genes for these FH-associated miRNAs could assist us in a better understanding
of FH progression. miRNA-27a and miRNA-27b are two isoforms of the miRNA-27 family. miRNA-27a is an
intergenic miRNA, while miRNA-27b is an intronic miRNA found within the 14th intron of the human C9orf3
host gene, and miRNA-27b is also found in a mouse orthologue of C9orf3. miRNA-27a and miRNA-27b
are homologous to each other, sharing 20 of the 21 nucleotides. Recently, evidence of miRNA-27's function in
the pathophysiology of cardiovascular disease has occurred, it has been demonstrated that the miRNA-27 family
directly targets the 3'UTR region of ATP-binding cassette transporter AL (ABCAL1). ABCAL is a critical mediator
of apoAl for HDL formation. It has been shown that ABCAL is important in avoiding the accumulation of
cholesterol in macrophages, while deficiency or mutation in this mediator promotes cholesterol efflux problems
and leads to atherosclerosis (30). The ability of ABCAL to facilitate the efflux of cholesterol from peripheral cells,
especially cholesterol-laden macrophages in atherosclerotic plaques, is a critical anti-atherosclerotic mechanism
(31). Regarding the mentioned study above, miRNA-27a/b can modulate apoAl mediated cholesterol efflux by
decreasing the expression of ABCAL. Furthermore, miRNA-27a has been reported to target the PCSK9 gene's
promoter region and upregulate its expression. Considering these findings, the present study aimed to investigate
the association of miRNA-27a/b with FH patients and the severity of the disease based on the zygosity status.

Methods

Characteristics of study groups:
The study group consisted of 39 patients (twenty people with heterozygous FH and 19 with HoFH from all over
Iran). A control group of 20 healthy people was also included. All participants signed a written consent form. The
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Mashhad University of Medical Sciences Ethics Committee accepted the study protocol. For patients with
symptoms of FH, including those with high cholesterol and a family history of premature cardiac events, the
Dutch Lipid Clinic Network Criteria were used to generate FH scores. The diagnosis was then completed with
DNA testing to identify mutations in the LDLR, ApoB, and PCSK9 genes by next-generation sequencing
methodology and verified by the Sanger sequencing method. Some of the mutations had been identified and listed
as pathogenic in the ClinVar database, but others were unique mutations whose pathogenicity was predicted using
the SIFT database and PolyPhen software. All patients' information, including demographic data including age,
gender, and medical history, was recorded, and blood samples were isolated. Demographic data are shown in
Table 1. Blood-serum samples were drawn from all patients and then allowed to clot before centrifugation. The
sera were extracted, aliquoted, and stored at 80 °C until they were tested.

Assessment of miRNA-27 expression:

RNA extraction and reverse transcription (RT): Total RNA, including miRNA, was extracted and purified from
serum samples using Bon-yakhte reagent (BON RNA Lysis buffer, BN-0011.33, Iran) according to the
manufacturer’s protocol. The quality and quantity of total RNA were measured by NanoDrop 2000 (Thermo,
USA). Complementary DNA (cDNA) was synthesized from ~ 1 pg of total RNA for each RT reaction using the
BON-miR miRNA First Strand cDNA Synthesis Kit (Bonyakhteh, Iran) following the manufacturer’s
instructions. For the cDNA synthesis of the desired miRNA, a specific Stem-loop RT primer designed by
Bonyakhteh was used. The cDNA was synthesized using the thermocycler device for 10 minutes at 25°C, 60
minutes at 42°C, and 10 minutes at 70°C.

Quantitative real-time PCR analysis: The qPCR analysis was performed for the detection of miRNA-27a/b
expression by the SYBR Green method (QPCR master mix (Bonyakhteh, Iran)). After an initial denaturation for
2 min at 95 °C, qRT-PCR was followed by 45 cycles at 95 °C for 5 s and at 60 °C for 30 s. Relative quantification
was based on the cycle threshold (Ct) values generated by LightCycler® (Roche). The U6 small nuclear RNA
(snRNA) was used as the internal control. The relative expression levels of the miRNAs of interest were calculated
by the 2724 method. Results were represented as fold changes (FC) in the expression of miRNAs in homo and
hetero serums relative to the healthy group.

Statistical analysis:

For statistical analysis, SPSS software, version 26 (Chicago, IL, USA), was utilized. Statistical significance was
defined as a p-value of less than 0.05. Differences in variables were assessed using one-way analysis of variance
(ANOVA) tests among three groups (healthy, HoFH, and HeFH) or a t-test for independent samples between two
groups for normally distributed variables (HoFH and HeFH) and a nonparametric Mann—-Whitney test was used
for abnormally distributed results. Differences in variables across groups were examined using a Chi-square
analysis or Fisher's exact test. Categorical variables are provided as percentages. Pearson’s correlation analyses
were carried out between different indicators and miRNA-27a/b levels. In addition, Spearman’s coefficient was
used for nonparametric variables. A linear regression model was used to establish the relationship between the
expression of mMiRNA-27a/b and age and zygosity; p-values <0.05 were regarded as statistically significant. The
Biochemical GraphPad Prism software version 9 (GraphPad Software Inc., CA, USA) was used for the statistical
analysis of miRNA-27a/b expression. Two-tailed p values of less than 0.05 were considered statistically
significant differences.

Results

Baseline characteristics of subjects



Of the total number of 59 Iranian participants, 20, 19, and 20 were categorized into HeFH, HoFH, and healthy
groups, respectively (Table 1). The mean age of the subjects in the HeFH, HoFH, and control groups was
33.15+2.09, 12.89 + 2.36, and 41.50 + 1.67 years, respectively, which were significant compared to HoFH
patients. Individuals included females and males, as presented in Table 1. However, there was no significant
difference between the groups regarding gender. The studied groups were significantly different in terms of TC
and LDL-C, and it was significantly higher in HoFH subjects in comparison with other groups. However, serum
TG level was significantly higher in HoFH compared with the control group but not different from the HeFH
group. Furthermore, HDL-C levels were not different among the groups (Table 1). All patients in the HOFH group
exhibited xanthoma symptoms, and 21% of this group used only statins, while 68.5 percent took both statins and
ezetimibe. However, only 30% of the HeFH group took only statins, and 70% of this group did not use any drugs
(Table 2).

MIRNA-27 expression

The expression of mMiIRNA-27a/b in FH patients was significantly higher in comparison with the healthy group
(fold change: 2.21+0.69, P=0.001). This higher significant expression was also seen when the subgroup of HoFH
patients was compared with healthy subjects (fold change: 3+1.19, P=0.001). However, in comparing HeFH
patients and healthy individuals, the significant expression level was borderline (fold change: 1.62+0.46,
P=0.059). We also evaluated the difference between the HoFH and HeFH groups, and the results showed a higher
expression level in the former group (fold change: 1.84+, p=0.009). Moreover, in subanalyses of the results,
miRNA expression showed a significant difference between males in the patient group (p=0.001) and the FH
males compared to healthy males. However, the comparison between the female populations did not show
significant results.

In addition, the correlation analysis was also used to evaluate the association between miRNA-27 expression
levels and other parameters such as age, TC, TG, LDL-C, and HDL-C, but the results were nonsignificant (Table
3). In the regression analysis, FH zygosity was a significant determinant of miRNA-27 levels in the crude
regression model (p=0.039), while it had a borderline significant effect on miRNA-27 levels in the age-adjusted
model (p=0.054).

Discussion

MicroRNAs are small RNA sequences that regulate gene expression at the post-transcriptional level by inhibiting
translation or promoting the degradation of target mRNAs. These molecules have recently emerged as potential
novel biomarkers for numerous diseases (15). Circulating miRNAs play a role in controlling aging-related
signaling pathways and could be exploited as new diagnostic markers for acute and chronic disorders, including
cardiovascular disease (16).

In vitro experiments on mouse and human hepatoma cells have led to the discovery of a wide variety of miRNAs
that directly affect LDLR expression by targeting the 3' UTR of LDLR (15). miRNA-27a is one of the most
putative miRNAs involved in FH, as it can regulate three of the four critical photogenic genes in FH patient
populations, i.e., LDLR, PCSK9, and LDLRAP1 (10).

The purpose of the current study was to investigate if circulating levels of miRNA-27a/b are altered in FH and
associated with disease severity. To achieve this purpose, we assessed the expression level of miRNA-27a/b in
Iranian patients with FH, and found that serum miRNA-27a/b expression rises as a function of disease severity,
in a way that HoFH patients had significantly higher levels of miRNA-27a/b expression than HeFH participants
and the healthy group. This difference was also seen between the HeFH group and the healthy people. These
results confirm prior findings that revealed a link between miRNA-27 with reduced LDLR protein levels and
PCSKO9 upregulation.



Inhibition of MiIRNA-27a/b has been reported as an efficient strategy for upregulation of LDLRAP1 protein and
enhancing LDLR activity, leading to improved release of LDL-C from the serum of hypercholesterolemic patients
(32). In addition, previous studies have shown that miRNA-27a reduces LDLR protein levels indirectly via
upregulating PCSK9, an enzyme that promotes hepatic LDLR breakdown (13). Overexpression of miRNA-27a
resulted in a rise in PCSK9 mRNA and secreted PCSK9 protein. In contrast, inhibition of miRNA-27a with LNA
(locked nucleic acid) resulted in a dose-response reduction in PCSKO9 levels by up to 50% compared to control.
In HoFH patients, additional LDL-C reduction can be achieved by inhibiting the production of LDL-C or its
precursors with either lomitapide, a microsomal triglyceride transfer protein (MTP) inhibitor, or mipomersen, an
antisense oligonucleotide that inhibits apoB synthesis (33).

Regular LDL-C apheresis, which manually removes LDL-C, can also assist in decreasing LDL-C levels. The
most extensively used cholesterol-lowering medications, statins, and ezetimibe, are now generically available in
most countries at a reasonable cost (34). Despite the 50-60% LDL-C decrease achieved by these two typically
well-tolerated medications, a considerable number of FH patients fail to meet the prescribed LDL-C objectives
due to their extremely high baseline LDL-C levels (35). On traditional medication therapy, less than 10% to 20%
of HeFH patients with signs of CVD reach an LDL-C level below 70 mg/dL (36). Even high doses of atorvastatin
reduce mean LDL-C by only 22-25% in HoFH patients, with untreated LDL-C > 500 mg/dL and only minimal
to moderate residual LDLR activity, and ezetimibe achieves an additional 20% reduction (37), so few, if any,
HoFH patients can achieve anywhere near optimal LDL-C levels. As a result, alternative therapeutic targets and
medicines are being evaluated to lower the residual disease burden in individuals with FH (38-41), either alone
or in combination with currently approved therapies. Regulation of miRNA-dependent gene expression appears
to be a potential approach in this context.

In view of the involvement of miRNA-27a/b in regulating various pathways in FH, inhibiting miRNA-27a may
be regarded as a potential therapeutic option. In addition, we assessed the correlation between age and gender to
start the FH process. The participants with homozygous FH had an average age of 12.8+2.36 years, which was
lower than the HeFH and healthy groups. As a result of their severe cardiovascular problems, individuals with
homozygous features do not live long lives and face early morbidity and mortality.

Some limitations are worthy of attention for the current study. First, the population size was relatively small
owing to the fact that the diagnosis of FH was based on genetic confirmation. Therefore, larger scale analyses are
warranted to allow diagnostic accuracy testing. Moreover, the case-control design of the current study did not
allow us to examine the possible association between circulating miRNA-27a/b levels and cardiovascular
complications of patients in a longitudinal manner. Finally, the small population studied precluded the possibility
of a detailed assessment on the possible impact of lipid-lowering therapies on circulating miRNA-27a/b levels,
and if the levels of this miRNA can assist monitoring the efficacy of treatment.

In conclusion, we observed a higher level of miRNA-27a/b in patients with FH compared to healthy individuals
and in the HoFH group compared with the HeFH group. In addition, by examining the results of comparing
miRNA-27a/b in both sexes, it can be concluded that this disease is more severe in the male population.
Eventually, miRNA27a/b might be revealed as a potential biomarker for FH and its severity, but further validation
studies are required in larger populations considering the impact of age since the effect of age cannot be
overlooked.



Abbreviations:

FH familial hypercholesterolemia

miRNA microRNA

HDL-C high-density lipoprotein cholesterol

LDL low-density lipoprotein

LDL-C LDL-cholesterol

LDLR LDL receptor

ABCAl ATP binding cassette transporter A1
LDLRAP1 | LDLR adapter protein 1

PCSK9 proprotein convertase subtilisin/Kexin type 9
apoAl apolipoprotein Al

apoB apolipoprotein B

LNA locked nucleic acids

STAP1 signal-transducing adaptor family member 1
HoFH homozygous familial hypercholesterolemia
HeFH heterozygous familial hypercholesterolemia
3'UTR 3'-untranslated region




Table 1: Baseline characteristics of subjects

Variables Familial hypercholesterolemia Hei_lthy pvalue
HoFH (n=19) | HeFH (n=20) (n=20)
Male 36.8 % 55.0 % 475 %
Sex Female 63.2 % 45.0 % 52.5 % 0.558
Age (y) 12.89+2.36 33.15+2.09% | 41.50+1.672 | 0.001*
TC (mmol/L) 16.80+1.13 6.60+0.44% 4.47+0.13% | 0.001 *
TG (mmol/L) 2.09+0.34 1.22+0.08 1.19+0.072 | 0.001*
HDL-C (mmol/L) 1.56+0.13 1.62+0.25 1.27+0.04 | 0.061
LDL-C (mmol/L) 11.93+£1.10 4.65+0.43 @ 2.70+0.112 | 0.001*

Data are shown as Mean+SE; # Significant in comparison with HoFH group; : Significant in comparison with HeFH group. HDL-C:
High-density, lipoprotein cholesterol; HeFH: Heterozygous familial hypercholesterolemia; HoFH: Homozygous familial
hypercholesterolemia; LDL-C: Low-density lipoprotein cholesterol; mmol/L: Millimoles per liter; TC: Total cholesterol; TG:
Triglyceride; y: Year. (. p <0.05)



Table 2: Clinical characteristics of HoFH and HeFH groups. *** p < 0.001. Median (IQR) shown. For FH score.

Variables Familial hypercholesterolemia P-value
HoFH (n=19) HeFH (n=20)
FH score 25.00 (23.00-26.00) | 15.00 (15.00-15.00) | 0.000 *
The number of patients with xanthomas symptoms 100% 0% 0.000 *
. Previously reported 75.0 % 73.3%
Mutation % Novel 25.0 % 26.7% 0.916
Missense 55.6 % 50.0 %
Truncated 22.2% 25.0 %
Mutation type % Single nucleotide 5.6 % 10.0 % 0.819
polymorphism
Single nucleotide variant 11.1% 15.0 %
Missense, truncated 5.6 % 0%
. Exon 87.5% 72.7%
LDLR position % Intron 125% 57 3% 0.370
No drug 10.5 % 70.0 %
Drugs consumption % Only Statin 21% 30.0% 0.000 *
Statin + Ezetimibe 68.5 % 0.0 %

Data are expressed as r coefficient; *: statistically significant (p<0.05).




Table 3: The correlation analysis between miRNA-27a/b 22t and age, FH score and Lipid profile

HeFH HoFH
Ade FH score TC TG LDL HDL-C Age | FH score TC TG LDL HDL-C
g mmol/L | mmol/L | mmol/L | mmol/L 9 mmol/L | mmol/L | mmol/L | mmol/L
R | -0.121 0.043 0.32 0.148 0.078 -0.379 | 0.216 0.301 -0.233 | 0.626** | -0.218 -0.077
P | 0.622 0.861 0.902 0.614 0.765 0.182 0.375 0.211 0.352 0.005 0.384 0.762
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Figure 1. The ANOVA comparison between x-fold change expression of miRNA-27a/b in the FH subgroup and control group. Control was
regarded as 1. Data are expressed as mean _ SE. In Figure A, the comparison is made in terms of the total population of HeFH and HOFH with the
healthy group. There is a comparison between healthy and HoFH patients, a comparison of the healthy and HeFH groups, and HoFH and HeFH
together. B) This graph revealed the results in terms of male gender. C) This graph depicts the data in terms of females. The figures are drawn by
GraphPad Prism (version 9.0.0) software. HeFH: Heterozygous familial hypercholesterolemia; HoFH: Homozygous familial hypercholesterol.

p=0.1
p=0.001 p=0.08
p=000 33—
p=01
—_ p=0]
5 5 & | =
4 : 2
@ 1] (o)}
o o c
: : g
5 5 29
o 3 S
2 2 =
0_
SRS SRR
‘2?? q;b R QS' (\6 Oy X .-be
£ &7 &
A € R
miRNA27a/b miRNA27a/b in male miRNA27a/b in female

11



References

1. Bjornsson E, Thorgeirsson G, Helgadottir A, Thorleifsson G, Sveinbjornsson G, Kristmundsdottir S, et
al. Large-Scale Screening for Monogenic and Clinically Defined Familial Hypercholesterolemia in Iceland.
Acrterioscler Thromb Vasc Biol. 2021;41(10):2616-28.

2. Defesche JC, Gidding SS, Harada-Shiba M, Hegele RA, Santos RD, Wierzbicki AS. Familial
hypercholesterolaemia. Nat Rev Dis Primers. 2017;3:17093.

3. Banach M, Burchardt P, Chlebus K, Dobrowolski P, Dudek D, Dyrbus K, et al.
PoLA/CFPiP/PCS/PSLD/PSD/PSH guidelines on diagnosis and therapy of lipid disorders in Poland 2021. Arch
Med Sci. 2021;17(6):1447-547.

4. Solnica B, Sygitowicz G, Sitkiewicz D, Cybulska B, Jozwiak J, Odrowaz-Sypniewska G, et al. 2020
Guidelines of the Polish Society of Laboratory Diagnostics (PSLD) and the Polish Lipid Association (POLA) on
laboratory diagnostics of lipid metabolism disorders. Arch Med Sci. 2020;16(2):237-52.

5. Ganjali S, Momtazi-Borojeni AA, Banach M, Kovanen PT, Gotto AM, Jr., Sahebkar A. HDL functionality
in familial hypercholesterolemia: effects of treatment modalities and pharmacological interventions. Drug Discov
Today. 2018;23(1):171-80.

6. Hu H, Shu T, Ma J, Chen R, Wang J, Wang S, et al. Two Novel Disease-Causing Mutations in the LDLR
of Familial Hypercholesterolemia. Front Genet. 2021;12:762587.

7. Chora JR, Medeiros AM, Alves AC, Bourbon M. Analysis of publicly available LDLR, APOB, and
PCSKO variants associated with familial hypercholesterolemia: application of ACMG guidelines and implications
for familial hypercholesterolemia diagnosis. Genet Med. 2018;20(6):591-8.

8. Ganjali S, Keshavarz R, Hosseini S, Mansouri A, Mannarino MR, Pirro M, et al. Evaluation of Oxidative
Stress Status in Familial Hypercholesterolemia. J Clin Med. 2021;10(24).

9. Fouchier SW, Dallinga-Thie GM, Meijers JC, Zelcer N, Kastelein JJ, Defesche JC, et al. Mutations in
STAP1 are associated with autosomal dominant hypercholesterolemia. Circ Res. 2014;115(6):552-5.

10. Kallapur A, Sallam T. Pharmacotherapy in Familial Hypercholesterolemia- Current State and Emerging
Paradigms. Trends Cardiovasc Med. 2021.

11. Bouhairie VE, Goldberg AC. Familial hypercholesterolemia. Cardiol Clin. 2015;33(2):169-79.

12.  Vallejo-Vaz AJ, Marco MD, Stevens CAT, Akram A, Freiberger T, Hovingh GK, et al. Overview of the
current status of familial hypercholesterolaemia care in over 60 countries - The EAS Familial
Hypercholesterolaemia Studies Collaboration (FHSC). Atherosclerosis. 2018;277:234-55.

13.  Alvarez ML, Khosroheidari M, Eddy E, Done SC. MicroRNA-27a decreases the level and efficiency of
the LDL receptor and contributes to the dysregulation of cholesterol homeostasis. Atherosclerosis.
2015;242(2):595-604.

14.  Afshari AR, Mollazadeh H, Henney NC, Jamialahmad T, Sahebkar A. Effects of statins on brain tumors:
a review. Seminars in Cancer Biology. 2021;73:116-33.

15. Bahrami A, Parsamanesh N, Atkin SL, Banach M, Sahebkar A. Effect of statins on toll-like receptors: a
new insight to pleiotropic effects. Pharmacological Research. 2018;135:230-8.

16. Ferretti G, Bacchetti T, Sahebkar A. Effect of statin therapy on paraoxonase-1 status: A systematic review
and meta-analysis of 25 clinical trials. Progress in Lipid Research. 2015;60:50-73.

17. Gorabi AM, Kiaie N, Pirro M, Bianconi V, Jamialahmadi T, Sahebkar A. Effects of statins on the
biological features of mesenchymal stem cells and therapeutic implications. Heart Failure Reviews.
2021;26(5):1259-72.

18. Parizadeh SMR, Azarpazhooh MR, Moohebati M, Nematy M, Ghayour-Mobarhan M, Tavallaie S, et al.
Simvastatin therapy reduces prooxidant-antioxidant balance: Results of a placebo-controlled cross-over trial.
Lipids. 2011;46(4):333-40.

19. Reiner Z, Hatamipour M, Banach M, Pirro M, Al-Rasadi K, Jamialahmadi T, et al. Statins and the Covid-
19 main protease: In silico evidence on direct interaction. Archives of Medical Science. 2020;16(2):490-6.

12



20. Sahebkar A, Kotani K, Serban C, Ursoniu S, Mikhailidis DP, Jones SR, et al. Statin therapy reduces
plasma endothelin-1 concentrations: A meta-analysis of 15 randomized controlled trials. Atherosclerosis.
2015;241(2):433-42.

21.  Shakour N, Ruscica M, Hadizadeh F, Cirtori C, Banach M, Jamialahmadi T, et al. Statins and C-reactive
protein: In silico evidence on direct interaction. Archives of Medical Science. 2020;16(6):1432-9.

22.  Vahedian-Azimi A, Mohammadi SM, Beni FH, Banach M, Guest PC, Jamialahmadi T, et al. Improved
COVID-19 ICU admission and mortality outcomes following treatment with statins: A systematic review and
meta-analysis. Archives of Medical Science. 2021;17(3):579-95.

23. Karalis DG, Victor B, Ahedor L, Liu L. Use of Lipid-Lowering Medications and the Likelihood of
Achieving Optimal LDL-Cholesterol Goals in Coronary Artery Disease Patients. Cholesterol. 2012;2012:861924.
24, lonescu RF, Cretoiu SM. MicroRNAs as monitoring markers for right-sided heart failure and congestive
hepatopathy. J Med Life. 2021;14(2):142-7.

25.  Zhou SS, Jin JP, Wang JQ, Zhang ZG, Freedman JH, Zheng Y, et al. miRNAS in cardiovascular diseases:
potential biomarkers, therapeutic targets and challenges. Acta Pharmacol Sin. 2018;39(7):1073-84.

26. Gorabi AM, Kiaie N, Sathyapalan T, Al-Rasadi K, Jamialahmadi T, Sahebkar A. The Role of MicroRNAs
in Regulating Cytokines and Growth Factors in Coronary Artery Disease: The Ins and Outs. J Immunol Res.
2020;2020:5193036.

217. Mirzaei HR, Sahebkar A, Mohammadi M, Yari R, Salehi H, Jafari MH, et al. Circulating micrornas in
hepatocellular carcinoma: Potential diagnostic and prognostic biomarkers. Current Pharmaceutical Design.
2016;22(34):5257-609.

28. Romaine SP, Tomaszewski M, Condorelli G, Samani NJ. MicroRNAs in cardiovascular disease: an
introduction for clinicians. Heart. 2015;101(12):921-8.

29.  Gorabi AM, Bianconi V, Pirro M, Banach M, Sahebkar A. Regulation of cardiac stem cells by
microRNAs: State-of-the-art. Biomed Pharmacother. 2019;120:109447.

30.  Zhang M, Wu JF, Chen WJ, Tang SL, Mo ZC, Tang YY, et al. MicroRNA-27a/b regulates cellular
cholesterol efflux, influx and esterification/hydrolysis in THP-1 macrophages. Atherosclerosis. 2014;234(1):54-
64.

31. Rosenson RS, Brewer HB, Jr., Davidson WS, Fayad ZA, Fuster V, Goldstein J, et al. Cholesterol efflux
and atheroprotection: advancing the concept of reverse cholesterol transport. Circulation. 2012;125(15):1905-19.
32.  Goedeke L, Rotllan N, Ramirez CM, Aranda JF, Canfran-Duque A, Araldi E, et al. miR-27b inhibits
LDLR and ABCA1 expression but does not influence plasma and hepatic lipid levels in mice. Atherosclerosis.
2015;243(2):499-500.

33.  Rayner KJ, Moore KJ. MicroRNA control of high-density lipoprotein metabolism and function. Circ Res.
2014;114(1):183-92.

34.  Zhang X, Price NL, Fernandez-Hernando C. Non-coding RNAs in lipid metabolism. Vascul Pharmacol.
2019;114:93-102.

35. Momtazi AA, Banach M, Pirro M, Stein EA, Sahebkar A. MicroRNAs: New Therapeutic Targets for
Familial Hypercholesterolemia? Clin Rev Allergy Immunol. 2018;54(2):224-33.

36. deGoma EM, Ahmad ZS, O'Brien EC, Kindt I, Shrader P, Newman CB, et al. Treatment Gaps in Adults
With Heterozygous Familial Hypercholesterolemia in the United States: Data From the CASCADE-FH Registry.
Circ Cardiovasc Genet. 2016;9(3):240-9.

37. Jiang L, Wang LY, Cheng XS. Novel Approaches for the Treatment of Familial Hypercholesterolemia:
Current Status and Future Challenges. J Atheroscler Thromb. 2018;25(8):665-73.

38. Banach M, Lopez-Sendon JL, Averna M, Cariou B, Loy M, Manvelian G, et al. Treatment adherence and
effect of concurrent statin intensity on the efficacy and safety of alirocumab in a real-life setting: results from
ODYSSEY APPRISE. Arch Med Sci. 2022;18(2):285-92.

39.  Sahebkar A, Watts GF. New therapies targeting apoB metabolism for high-risk patients with inherited
dyslipidaemias: What can the clinician expect? Cardiovascular Drugs and Therapy. 2013;27(6):559-67.

40.  Sahebkar A, Watts GF. New LDL-cholesterol lowering therapies: Pharmacology, clinical trials, and
relevance to acute coronary syndromes. Clinical Therapeutics. 2013;35(8):1082-98.

13



41. Ruscica M, Ferri N, Santos RD, Sirtori CR, Corsini A. Lipid Lowering Drugs: Present Status and Future
Developments. Curr Atheroscler Rep. 2021;23(5):17.

14


http://www.tcpdf.org

