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Background

MicroRNAs (miRNAs) are a group of small (usually, 18 
to 25 nucleotides in length), non-coding RNAs that have 
important roles in controlling gene expression by binding 
to the targeted sites on mRNAs, most commonly in their 
3’-untranslated region (3’-UTR). After being bound by 

miRNA in the 3’-UTR site, the mRNA translation is 
suppressed or they undergo to a degradation (1). MiRNAs 
have a broad influence on gene expression, a single miRNA 
can target hundreds of mRNAs, which have one or multiple 
binding sites in its 3’-UTR, also a specific mRNA molecule 
could be influenced by several different miRNAs. In animal 
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cells, a multi-protein RNA complex, named RNA induced 
silencing complex (RISC), is assembled by mature miRNAs 
and many proteins. Ago2 protein, which directly binds 
to miRNAs, is the core component of RISC (2,3). It is 
estimated that about 30–60% of total proteins are influenced 
by miRNAs, therefore, it is not surprising that miRNAs 
play key roles in many different biological processes, such as 
cell proliferation, differentiation, migration, and apoptosis. 
Importantly, in the physiological or pathological process of 
various developmental stages or diseases such as cancer and 
degenerative diseases, the expression profiles of miRNAs 
are altered in a spatial and temporal pattern (4,5).

Previous studies have demonstrated that miRNAs 
are also detectable outside cells; these miRNAs may be 
referred to as extracellular miRNAs. Extracellular miRNAs 
are found in various body fluids, for instance, in serum, 
plasma, nasal mucus, saliva, tear fluid, urine, seminal fluid, 
and follicular fluids. A multitude of research has shown 
that these extracellular miRNAs are dynamically altered in 
various physiological or pathological conditions, suggesting 
the potential to use them as biomarkers for different 
diseases. In addition, extracellular miRNAs are potential 
functional for their recipient cells, usually, they exist in 
extracellular vesicles, such as exosomes or shedding vesicles, 
who protect the miRNAs from the degradation of RNases 
and carry these functional nucleotides into the receipt 
cells. Secreted miRNAs mediate communication among 
the different cells. Given that secreted miRNAs mediate 
communication among different cells, investigating the 
molecular mechanisms could reveal insight into the disease 
pathogenesis and progression. 

The recent identification of extracellular miRNAs in 
follicular fluids opens the door to various applications. As 
a daily by-product of controlled ovarian hyperstimulation 
and oocyte retrieval, the follicular fluids is an important 
body fluid subject. Studying the extracellular miRNAs in 
follicular fluids could provide a new aspect of research and a 
useful therapeutic site for many reproductive diseases. In this 
review, we pooled the latest research results of extracellular 
miRNAs in the follicular fluid and provided a system review. 

Development and maturation of ovarian follicle 

During development, the primordial follicles are formed 
when the flattened follicular (granulosa) cells surround 
the oogonia cells. These primordial follicles remain in the 
resting stage before being activated during development. 
Next, the oocytes are surrounded by cuboidal follicular 

(granulosa) cells in the preantral follicles. After stimulation 
by many growth factors (mainly FSH), granulosa proliferate 
and antrum begins to form, which is indicative of the 
secondary follicle stage. At the antral stage, follicles become 
gonadotropin-dependent and form large antral follicles, 
most of which undergo atresia, and few are selected for 
ovulation. An important feature of follicular formation 
is the development of dominant mature follicles. As the 
follicle develops, a follicle fluid-filled lumen gradually forms 
within the granular layer, while granulosa cells accumulate 
in the outer layer of this lumen and finally become cumulus 
around the oocyte (6) (Figure 1).

Follicular fluids played an important role in this 
complex process due to the possibility of information 
exchange. Follicular fluids consist of a compound of 
water, ions, proteins, lipids, and nucleic acids, etc. Based 
on previous studies, follicular fluids provide an important 
microenvironment for the development of the oocytes (7,8). 
A detailed characterization of follicular fluid can provide 
critical information, which reflects the quality of oocytes 
and distinguishes the way of follicular differentiation and 
development (9). Different type cells secret biomolecules 
to the follicular fluid during the development of oocyte, 
and this paracrine ensures the maturation of the oocyte, 
coordinates the key stages in oocyte maturation, and makes 
the oocyte fully ready for fertilization (10). There are gap 
junctions between oocytes and cumulus cells (CCs), given 
that the follicular fluid provides a water environment inside 
the antrum, therefore, which supports the interaction 
between oocytes and other somatic cells (8).

Profiles of secreted miRNA in follicular fluids

In 2012, da Silveira et al. first identified secreted miRNAs 
in follicular fluid of equine ovary. Due to its bigger size, 
the follicular fluid could be easily drawn, both the fluid 
and the cells in the equine follicle are collected (11). The 
authors found that the miRNAs in follicular fluid were 
in microvesicles or exosomes; these miRNA-containing 
vesicles could be uptaken by granulosa cells or cumulus 
cells, which suggests the microRNAs horizontal transfer 
between different cells in the follicular fluid. In 2013, Sang 
et al. reported miRNAs profiles in human follicular fluid. 
First, they collected the microvesicles from fresh follicular 
fluids, and then they found more than 100 miRNAs (CT 
<37) existed in the microvesicles while there were equivalent 
kinds of miRNAs (CT <37) in the supernatant. Comparing 
the miRNAs profile of women with or without polycystic 
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ovary syndrome (PCOS), the authors found two miRNAs 
(miRNA-132 and miRNA-320) were lower with PCOS-
linking changes in extracellular miRNA to reproductive 
diseases (9). After these two seminal studies, the miRNA 
profiling of extracellular miRNAs in follicular fluids began to 
rapidly emerge and expand to almost all foliar-related fields. 

There are about 100–300 individual miRNAs present 
in follicular fluids out of the total 300–700 miRNAs which 
were screened. By using RT-quantitative PCR, The CT 
value of the highest concentration of miRNA is about 18, 
while for most studies, the threshold of CT value for a low 
concentration of miRNA is 37 cycles. According to the 
standard curve, this may range from pmol/L to µmol/L in 
concentration. Given that they are distributed in vesicles, 
which are engulfed or merged with cell membranes, the local 
concentrations of miRNAs in subcellular compartments are 
higher than the above calculated averaged concentrations. 
The extracellular miRNAs in follicular fluids are fully 
potential functional after they entered the receipt cells. For 
example, the extracellular miRNAs in follicular fluids, such 
as miRNA-24, miRNA-132, miRNA-320, miRNA-520c-3p, 
and miRNA-222 were found to regulate estradiol secretion, 
while miR-24, miR-193b, and miRNA-483-5p were found 
to influence progesterone secretion (9). 

Origin of secreted miRNA in follicular fluids

Notably, most of the miRNAs profiling studies identified 

the global miRNA profiles contained in vesicles from raw 
follicular fluids, instead of sampling the vesicles released 
by a specific cell type. Some studies have compared the 
miRNAs in microvesicles or exosomes extracted from 
follicular fluid and the miRNAs profile of surrounding 
granulosa and cumulus cells through miRNA expression 
profile analysis (11). In 2017, Andrade et al. screened 
and identified cell-specific and differentially expressed 
miRNAs from the bovine GCs and cumulus-oocyte 
complexes (COCs) (12). By quantitative RT-PCR. they 
discovered 326 miRNAs in GCs and COCs cells and  
62 miRNAs existed in the EVs. In the same year, Battaglia 
et al. employed a high-throughput analysis to detect 
miRNAs in human oocytes and miRNAs in follicular fluid. 
Two hundred and sixty-seven miRNAs were identified 
in follicular fluid, while 176 miRNAs were expressed in 
oocytes. What’s more, most of oocyte miRNAs were also 
detected in follicular fluids, only 9 miRNAs were believed 
to be oocyte-specific. MicroRNAs in follicular fluid and 
oocytes were then analyzed using bioinformatic methods 
to identify the possible biological processes and pathways 
regulated by their validated targets. There are many 
common pathways between the two compartments, some 
of which are specific to oocyte miRNAs. In addition, forty-
one long non-coding RNAs have been found to interact 
with microRNAs in oocytes. These long-chain non-coding 
RNAs may be closely related to follicular development and 
have certain regulatory effects (13). The liquid of follicular 

Figure 1 Development and maturation of ovarian follicle. The primordial follicles (PMFs) are formed during embryonic development. 
At this stage, the PMF oocyte is staying at its first prophase of meiosis, while somatic pre-granulosa cells surround the oocyte and form a 
flattened layer (Left in the figure). The follicles will further reach the secondary pre-antral follicles, a stage that depends on bidirectional 
communication between the oocyte and the surrounding somatic cells (Middle in the figure). Usually, only one or two of the follicles, will 
achieve the preovulatory stage at each reproductive cycle, which is named as the dominant follicles, rest of the follicles, which also develop 
in the same reproductive cycle, go into atretic degeneration. The matured follicle is composed of oocyte, cumulus cells, and granulosa cells. 
There is follicular fluid in the antrum cavity.
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fluid is mainly composed of plasma since many plasma 
ingredients crossed the blood-follicle barrier via thecal 
capillaries. Follicular fluid also contains factors that are 
produced locally by follicular cells; the production of these 
factors varies with the reproductive state (14). In 2013, 
Murri et al. found miR-103 in both blood and follicular 
fluids (15). Thereafter, by comparing the miRNAs profile 
of FF and plasma from the same patients, Santonocito  
et al. found 37 miRNAs upregulated in human FF within 
the plasma (16). Interestingly, they found that miR-508-
3p seems to be a follicle-specific miRNA. Eight miRNAs 
(miR-10b, miR-29a, miR-99a, miR-125b, miR-132, miR-
202, miR-212, and miR-874) were expressed abundantly 
in granulose or cumulus cells in humans and mice. 
Nevertheless, it remains unknown if labeled miRNAs could 
be transported into follicular fluids by direct diffusion from 
vessels into the follicular fluids through circulation. Thus, 
it is just speculation whether miRNA in follicular fluids 
originate from the secretion by local cells or from the distal 
circulation transportation (Figure 2).

Dynamic changes of follicular fluids miRNAs 

Since the miRNAs in follicular fluids are secreted by local 

reproductive cells or derived from circulation, the profiles 
of miRNA might experience a dynamic change through 
development and at physiological status. For example, aging 
is a key contributor to the beginning of the reproductive 
decline. Studies on the changes of follicular miRNA with 
age began with mares: different miRNAs were identified 
in exosomes in old versus young mare ovarian follicular  
fluid (11). This result indicates the extracellular miRNAs 
profiles may be a useful index for oocyte quality evaluation. 
Two years later, the same group of researchers further found 
that the difference of follicular fluid exosomal miRNAs 
in young and old mares was associated with expression 
changes of TGF- family members in granulosa cells (17). 
In the same year, Diez-Fraile et al. found that in humans, 
four microRNAs in follicular fluids including hsa-miR-21-
5p, hsa-miR-134, hsa-miR-190b, and hsa-miR-99b-3p are 
differentially expressed in an age-related pattern (18). In 
another experiment, the mouse embryonic development is 
significantly affected after receiving miR-320 inhibitors (19).  
These findings extend the impact of aging on the 
ingredients of the follicular fluid microenvironment and 
suggest that extracellular miRNAs in follicular fluid can be 
used as sensitive biomarkers to reflect oocyte’s quality.

Aging is a relative long-time course, studies have shown 
that the miRNA profiles are changed in oocyte maturation 
stage, for example, there are 13 differentially expressed 
miRNAs (two up and 11 down regulated) in the follicular 
fluid of metaphase II (MII) versus GV (germinal vesicle) 
oocytes (20). de Avila et al. found microRNA contents of 
small extracellular vesicles are modulated by the estrous 
cycle for the first time (21). Similar experiments were 
carried out, Sontakke et al. measured small (4–8 mm) 
or large (12–17 mm) bovine follicles and analyzed their 
miRNA profiles by qPCR validation (22). There were 17 
and 57 sequences differentially expressed in large healthy 
follicles and small and large atresia follicles, respectively. 
Further studies confirmed that bovine miRNAs (miR-
144, miR-202, miR-451, miR-652, and miR-873) were 
up-regulated in healthy, large follicles compared to the 
miRNAs within small follicles. In large atresia follicles, 
three of the miRNAs (miR-144, miR-202, and miR-873)  
were also down-regulated. In follicles, the miRNAs are 
expressed mainly in mural granulocytes. In addition, 
systemic screening showed that miR-202, rather than 
other miRNAs, was expressed specifically in gonads. These 
results indicate that the miRNAs in follicular fluid might be 
well regulated and associated with different physiological 
statuses.

Figure 2 Origin of extracellular miRNA in follicular fluids and cell 
communications via miRNAs. Besides coming from circulation, 
both granulosa cells and cumulus cells can secrete miRNA into 
follicular fluids, there is no evidence showing that the oocyte could 
secrete miRNAs. While the secreted miRNA could be absorbed by 
the oocyte, granulosa cells, cumulus cells.
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Cell communications mediated by extracellular 
miRNAs in follicular fluids

As early as 2012, da Silveira et al. performed a series of 
in vitro and in vivo experiments: fluorescent dye PKH67 
labeled microvesicles were added to the medium of 
cultured granulosa cells (11). There is a clear signal of 
PKH67 in cultured granulosa cells, which indicates that 
the microvesicles are capable to merge with cultured cells. 
In their in vivo experiment, PKH67 labeled microvesicles 
were injected back into the follicular fluid of the same 
dominant follicle where it was isolated. Again, the green 
signals are evident within the granulosa cells after injecting 
PKH67-labeled microvesicles to follicular fluid, as a 
negative control, there is no green signal in the group of 
injecting with PBS-incubated PKH67. This direct evidence 
shows that granulosa cells uptake fluorescent-labeled 
microvesicles. Co-incubation of bovine granulosa cells with 
labeled exosomes leads to an increase of miRNAs in these 
cells (23). Besides granulosa cells, cumulus cells also could 
uptake exosomes: cocultured with mesenchymal stem cells 
derived exosomes, cumulus cells receive the contents of 
these microRNAs. For example, the hsa-miR-323-3p, who 
promoted cell proliferation and suppressed apoptosis in 
receipt cumulus cells via suppressing the programmed cell 
death protein 4 (PDCD4) (24). Nevertheless, it remains up 
for debate whether extracellular vesicles in follicular fluid 
have an important role in cumulus expansion (25,26), which 
is critical for ovulation of a fertilizable egg. Finally, it is 
found that the exosomes in follicular fluid play important 
roles during oocyte maturation to enhance oocyte function 
and protect it from stress (27). However, these studies 
use exosomes or microvesicles as a whole factor and do 
not check which specific exosome content is the effective 
factor of exosome function. Further work to identify 
miRNA candidates is needed. Genetic cell-specific labeling 
techniques may help to distinguish the different exosomes 
thus elucidating their specific roles.

Possible physiological roles of follicular fluids 
miRNAs

Since finding in follicular fluids, the follicular fluids 
miRNAs are supposed to play important roles in 
folliculogenesis (oocyte maturation), early embryo 
development, and implantation (28). First, the whole 
development of oocyte is accompanied by the formation 
of follicles, and then the maturation process of oocyte is 

incubated in follicular fluids, where there are extracellular 
miRNAs.  In  2013,  the  f i r s t  miRNAs prof i les  in 
microvesicles and the supernatant of human follicular fluid 
were reported. Bioinformatics analysis showed that the 
most highly expressed miRNAs target genes were related 
to reproductive, endocrine, and metabolic processes. 
Results indicate that miR-132, miR-320, miR-520c-3p, 
miR-24, and miR-222 regulate estradiol concentrations 
and that miR-24, miR-193b, and miR-483-5p regulate 
progesterone concentrations (9). In 2014, Yin et al. found 
injection of miR-320 into the ovaries of mice partially 
promoted the production of testosterone and progesterone 
but inhibited estradiol release in vivo. Transfecting with 
miR-320 mimics significantly decelerated the proliferation 
of GCs in a dose-dependent manner, whereas the miR-
320 inhibitors increased cell proliferation (29). These 
studies indicate that the follicular fluid miRNAs regulate 
steroidogenesis. Although there are many miRNAs are 
reported to be involved in follicle development, no specific, 
essential miRNAs for oocyte maturation have been 
identified. Advanced gene-editing techniques to specifically 
knocking-out one or several miRNAs should be employed 
to decipher their role in folliculogenesis. In the follicular 
fluids of women with oocytes that failed to fertilize in 
vitro, the miR-92a and miR-130b are higher than healthy 
women (30). This suggests that miR-92a and miR-130b 
could be good candidates for genetic manipulations to test 
their role in oocyte maturation. Secondly, studies show that 
many follicular fluids miRNAs are indicative or correlated 
with early embryo development and implantation, which 
is critical for IVF outcomes. Feng et al. reported that 
higher miR-320 in human follicular fluid is indicative 
of high-quality oocytes which could achieve more than 
7 cells through cleavage, while knockdown this miRNA 
significantly weakened the developmental potential of MII 
oocytes (19). In addition to the extracellular vesicles in 
follicular fluid contains miRNAs, the extracellular vesicles 
of oviduct origin also have been found to be capable of 
carrying miRNAs (31). In fact, as a key female reproductive 
organ, the oviduct receives the ovulated oocytes, and the 
fertilization, early embryo development all occurs in the 
oviduct. There should be some follicular fluids that are 
pooled in the oviduct and become a part of oviduct fluid.  
In vitro study showed that the extracellular vesicles secreted 
by bovine oviduct epithelial cell oviductal fluids could 
improve the developmental capacity of bovine zygotes and 
the quality of embryos produced in vitro (32). Therefore, 
both the extracellular miRNAs in follicular fluids and 
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oviductal fluids could play vital roles in normal reproductive 
processes. Of noteworthy, current experimental evidence 
still only support that the extracellular miRNAs are 
associative and descriptive for the conclusion that miRNAs 
have above different biological functions. Further studies 
are still needed to elucidate the causal roles of miRNAs. 

Disease related chances of miRNAs in follicular 
fluids

In 2013, Sang et al.  demonstrated the existence of 
miRNAs in human follicular fluids and their use of 
bioinformatics analysis successfully revealed the role of 
miRNAs in targeting essential genes in metabolic pathways. 
Bioinformatics analysis found that 12 highly expressed 
miRNAs mainly target the genes involved in various 
biological processes, including folliculogenesis, metabolism, 
and immune responses (9). Interestingly, ovulatory 
dysfunction increased insulin resistance (IR), an elevated 
free androgen index (FAI), and inflammation are hallmarks 
of PCOS. They compared 22 controls and 22 PCOS 
patients found a distinctly higher serum concentration of 
luteinizing hormone and testosterone in PCOS patients. By 
measuring the expression level of several miRNAs, they also 
found the association between the miRNAs (miRNA-132 
and miRNA-320) in the follicular fluids and PCOS. In 
2016, Sørensen et al. found that the levels of miR-24-3p, 
miR-29a, miR-151-3p, and miR-574-3p in PCOS women 
were decreased compared with the controls (33). In 2017, 
Naji et al. found the differential expressions of miR-93 and 
miR-21 in GCs and follicular fluids of PCOS associated 
with different phenotypes (34). And in the same year, they 
also determined relative expressions of miR-15a, miR-145, 
and miR-182 in granulosa-lutein cells (GLCs), follicular 
fluids, and serum of PCOS patients. Finally, there was no 
difference in the expression level of miR-15a and miR-
145 in follicular fluids but miR-182 in follicular fluids are 
significantly up-regulated in PCOS patients (35). In 2019, 
Butler et al. recruited 30 normal women and 29 PCOS  
women, and their expression levels of miRNA were 
detected. Of the 176 miRNAs recorded, 29 miRNAs are 
significantly altered between normal women and women 
with PCOS. The Ingenious pathway assessment revealed 
that 12 miRNAs were associated with significant changes 
in reproductive pathways, 12 miRNAs are associated with 
inflammatory pathways, and 6 miRNAs are associated with 
benign pelvic diseases. The miRNAs in the follicular fluids 
between PCOS and normal control women are analyzed 

using the Ingenuity Pathway Analysis, and it was found that 
the differences were related to age, FAI, inflammation, and 
adrenal medullary hormone (AMH) in PCOS, and with 
BMI, fertilization rate (3 miRNAs), insulin resistance (36).  
In conclusion, the previous studies provide evidence that 
several miRNAs expression profiles in follicular fluids 
are altered in PCOS and indicate that specific follicular 
fluids miRNAs are associated with phenotypical traits of 
PCOS. An altered miRNA profile holds the potential for 
new methods of PCOS patient stratification and may be 
useful to explain the heterogeneous nature found within 
PCOS women. In addition to PCOS, there are some 
reproductive diseases that are associated with numerous 
miRNAs in human follicular fluids. Li et al. found that 
compared with controls, the distinction between patients 
with endometriosis and patients without endometriosis 
can be made by the downregulation of miR-451 in 
follicular fluid samples from patients with endometriosis. 
Downregulation of miR-451 in mouse and human oocytes 
can affect preimplantation embryogenesis by inhibiting the 
Wnt signaling pathway (37). WNT proteins are released 
extracellular signaling molecules that activate the G protein-
coupled receptors Frizzled (Fz). Studies have shown that 
the expression of WNTs and Fz occurs at specific stages of 
follicle growth and luteinization, and has important effects 
on follicle growth and development (38). As early as 2012, 
Conti et al. had shown that four of the upregulated miRNAs 
(miR-125b, miR-134, miR-202, miR-323-3p, and miR-
365) regulate WNT, MAPK, ErbB, and TGFβ signaling 
pathways by GO and Pathway analysis. Furthermore, it has 
been demonstrated that these signaling pathways play an 
essential role in follicular development, meiotic resumption, 
and subsequent ovulation (39). In order to make a clearer 
presentation, we have summarized related miRNAs in  
Table 1.

Follicular fluids miRNAs as a potential disease 
biomarker 

Ovary is a vital place for the storage, maturation, and 
ovulation of oocytes. In the ovary, miRNAs execute 
important functions for coordinating the gene expression 
network. Recently, the detection of extracellular miRNAs 
in ovarian fluid, serum/plasma, and other body fluids have 
extended the traditional research scope in biomarkers 
discovery field (49). the extracellular miRNAs shuttle 
between somatic cells and the oocyte in follicular fluid, 
which bring controlling information to recipient cells. As 
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Table 1 List of follicular fluids microRNAs in diseases

Detected in tissue/cell MicroRNA Reported function(s) References

Follicular fluid miR-199b-5p Correlated with anti-Mullerian hormone (AMH) (36)

Follicular fluid miR-382-5p Correlated with age and free androgen index (FAI) (36)

Follicular fluid miR-93-3p Correlated with C-reactive protein (CRP) (34,36)

Follicular fluid miR-127-3p, miR-382-5p, 
miR-425-3p

Correlated with the fertilization rate (36)

Follicular fluid miR-127-3p Correlated with insulin resistance (36)

Follicular fluid miR-381-3p Correlated with FAI (36)

Follicular fluid miR-320, miR-520c-3p,  
miR-24, miR-222

regulate estradiol concentrations (9)

Follicular fluid miR-24, miR-193b,  
miR-483-5p

Regulate progesterone concentrations (9)

Follicular fluid miR-21 Correlated with follicle development and adipogenic 
differentiation

(34)

Follicular fluid miR-151 Negatively correlated with serum total and
free testosterone

(33)

Follicular fluid miR-451 Affected pre-implantation embryogenesis by suppressing 
the Wnt signalling pathway

(37)

Follicular fluid miR-518 Positively correlated with total and free testosterone and 
androstenedione in PCOS
patients

(33)

Granulosa cells miR-93 and miR-21 Correlated with follicle development and adipogenic 
differentiation

(34)

Granulosa cells miR-423 down miR-33b,  
miR-142 up

Associated with PCOS via repression of the TGFB signaling 
pathway

(40)

Granulosa cells miR-23a miR-23a targets SIRT1 and promotes apoptosis in GCs
by inhibiting the ERK1/2 signaling pathway

(41)

Granulosa cells miR-107 Increases testosterone release (42,43)

Follicular fluid miR-9 Inhibits testosterone release (42,44)

Granulosa cells

Follicular fluid miR-18b Promotes progesterone release Inhibits testosterone and 
estradiol release

(42,44)

Granulosa cells

Follicular fluid miR-132 Increases estradiol secretion Reduces
progesterone and testosterone release

(9,42,45)

Granulosa cells

Follicular fluid miR-383 Enhances the release of estradiol from GCs by
CYP19A1

(29,44,46)

Granulosa cells

Follicular fluid miR-224 Induces GCs proliferation (47)

Granulosa cells

Table 1 (continued)
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non-coding RNAs, secreted miRNA put a fine-tuning effect 
on the gene expression (50,51). Due to the relative stability 
in the extracellular environment against RNase activity, high 
or low pH, and/or high temperature, miRNAs have been 
becoming a potential biomarker for oocyte and embryo 
quality in assisted reproduction therapy (52,53). Up to date, 
there are thousands kinds of miRNAs recorded in miRbase, 
which means that plenty of miRNAs could be served as 
good biomarkers for different diseases (54). Specifically, the 
classification of extracellular miRNA expression patterns 
in follicular fluid can provide a reference data pool for 
assessing the different components of the ovary (16). Lastly, 
previous studies have shown that miRNAs could be an 
important role in the regulation of some pathways such 
as Wnt, MAPK, Erbb, insulin, neurotrophin signaling, 
which is critical signaling pathways in biological processes 
by which fetal ovarian development and adult ovarian 
function such as follicular maturation, steroidogenesis, and 
luteogenesis (55-57). Therefore, follicular fluids miRNAs 
could represent potential noninvasive molecular biomarkers 
for reproductive diseases such as PCOS, premature ovarian 
failure (POF), and even ovarian cancers (52,58,59).

Conclusion 

Recent findings highlight that miRNAs can regulate gene 
expression at the post-transcription level and participate 
in a variety of biological development processes. In 
this review, we discuss the structure and developmental 
process of follicular fluid as well as the miRNAs profiles in 
follicular fluids. We propose a possible conjecture about 

the origin, the dynamic changes, and possible cell-to-cell 
communication roles of extracellular miRNAs in follicular 
fluids. Moreover, we summed up disease-related miRNAs 
and the possibility of employing miRNAs as a biomarker. 
And this review is intended to provide new ideas to help 
improve the development of new clinical diagnostic and 
therapeutic platforms. For example, using the RNAseq 
technique, one could simultaneously analyze the expression 
of miRNA in follicular fluids and mRNA in follicle cells. 
This would provide comprehensive molecular information 
on the roles of follicular fluid miRNAs in physiological and 
pathological states. 
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Table 1 (continued)

Detected in tissue/cell MicroRNA Reported function(s) References

Serum Plasma miR-146 Reduces progesterone, estradiol and
testosterone release

(9,48)

Follicular fluid

Granulosa cells

Serum Plasma miR-29a-3p Associated with type 2 diabetes, insulin resistance (33)

Granulosa-lutein cells 
(GLCs)

miR-145 and miR-182 Correlated with cells’ metabolism, apoptosis, and gene 
expression

(35)

Follicular fluid

Whole blood miR-27b Positively correlated with testosterone (15)

Whole blood miR-103 Promotes progesterone release Inhibits estradiol release (15,42)

Granulosa cells
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