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Abstract 

Background  Ovarian follicular fluid (FF) is a dynamic environment that changes with the seasons, affecting follicle 
development, ovulation, and oocyte quality. Cells in the follicles release tiny particles called extracellular vesicles (EVs) 
containing vital regulatory molecules, such as microRNAs (miRNAs). These miRNAs are pivotal in facilitating commu-
nication within the follicles through diverse signaling and information transfer forms. EV-coupled miRNA signaling 
is implicated to be associated with ovarian function, follicle and oocyte growth and response to various environmen-
tal insults. Herein, we investigated how seasonal variations directly influence the ovulatory and anovulatory states 
of ovarian follicles and how are they associated with follicular fluid EV-coupled miRNA dynamics in horses.

Results  Ultrasonographic monitoring and follicular fluid aspiration of preovulatory follicles in horses during the ano-
vulatory (spring: non-breeding) and ovulatory (spring, summer, and fall: breeding) seasons and subsequent EV isola-
tion and miRNA profiling identified significant variation in EV-miRNA cargo content. We identified 97 miRNAs with dif-
ferential expression among the groups and specific clusters of miRNAs involved in the spring transition (miR-149, 
-200b, -206, -221, -328, and -615) and peak breeding period (including miR-143, -192, -451, -302b, -100, and let-7c). 
Bioinformatic analyses showed enrichments in various biological functions, e.g., transcription factor activity, transcrip-
tion and transcription regulation, nucleic acid binding, sequence-specific DNA binding, p53 signaling, and post-trans-
lational modifications. Cluster analyses revealed distinct sets of significantly up- and down-regulated miRNAs associ-
ated with spring anovulatory (Cluster 1) and summer ovulation–the peak breeding season (Clusters 4 and 6).

Conclusions  The findings from the current study shed light on the dynamics of FF-EV-coupled miRNAs in relation 
to equine ovulatory and anovulatory seasons, and their roles in understanding the mechanisms involved in seasonal 
shifts and ovulation during the breeding season warrant further investigation.
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Introduction
Folliculogenesis is a well-orchestrated regulatory process 
involving autocrine, paracrine, and endocrine signaling 
steadily influenced by intrinsic and extrinsic factors in 
the female body [1–3]. Seasonal variations in tempera-
ture extremes, daylight duration, and relative humidity are 
among the many extrinsic factors that disrupt intrafollicu-
lar molecular interactions, leading to impaired fertility in 
livestock species [1, 4, 5]. Numerous studies have reported 
the negative impacts of seasonal variation at the cellular 
(e.g., cell proliferation and apoptosis) and endocrine (e.g., 
increased production of steroids) levels, affecting tissue 
organization (e.g., reduction in follicle diameter and lute-
olytic failure) in farm animals [6–8]. Consistent with these 
observations, in  vitro studies have demonstrated such 
adverse effects on ovarian follicle growth, oocyte matura-
tion, and embryo production [9–11]. Understanding how 
environmental factors affect the reproductive capabilities 
of animals like horses can help improve animal husbandry 
practices.

The mare is considered a seasonal breeder and is often 
studied to understand potential changes in fertility dur-
ing different seasons of the year [1, 12]. The mare typi-
cally experiences a major ovulatory wave every 21 to 
24 d. During this time, one large follicle of the wave, typ-
ically at least 28 mm in diameter, becomes the dominant 
follicle [13, 14], eventually growing to preovulatory size 
(around 30–45  mm in diameter) and ovulating in the 
spring (SOV), summer (SUM), and/or fall (FOV) ovu-
latory seasons. Meanwhile, homologous dominant fol-
licles regress during the non-breeding seasons, such as 
the transient spring (SAN) and fall anovulatory seasons. 
The mare enters deep anestrus during the winter with 
follicles less than 20 mm in diameter [1, 15, 16]. Previous 
research suggests that during anovulatory seasons and 
low ovarian activity, the difference in ovarian activities 
between small and large follicles influences the poten-
tial for exogenous gonadotropin-releasing hormone 
to induce ovulation [1, 17]. These findings underscore 
the importance of studying preovulatory follicles in the 
context of seasonal variations, as it has the potential to 
significantly enhance our understanding and thereby 
improve female fertility in seasonally inactive species.

Various studies have demonstrated continuous changes 
in ovarian activity of non-pregnant mares throughout the 
year, with periods of high activity during the summer, low 
activity during the winter, and irregular and interspaced 
activity during the spring and fall transitional seasons 
[1, 18, 19]. Additionally, aberrant blood flow, hormo-
nal levels, and gene expression changes have previously 
been observed among follicles from different seasons 
[19–21]. Recent studies in horses focusing on the effects 
of seasons demonstrated further aberrations in the gene 

expression profiles of follicular cells [22], as well as the 
proteomic profiles [23, 24] and miRNA signatures [25] 
from follicular fluid (FF) and follicular fluid-derived 
extracellular vesicles (FF-EVs), respectively. The miRNA, 
the small noncoding RNA molecules of approximately 22 
nucleotides long, are expressed in the ovary to regulate 
various aspects of follicle growth post-transcriptionally. 
This includes miR-224, miR-378, and miR-383 in follicle 
growth, miR-34 in atresia, miR-21 in ovulation, miR-
175p and let-7b in angiogenesis, and miR-23a, miR-92, 
and miR-143 in steroidogenesis [26, 27]. The detection 
of miRNAs encapsulated in EVs in the ovarian FF of 
livestock such as cows, pigs, sheep, and mares and their 
profiles were associated with long-term effects during 
in vitro fertilization [28]. Research also shows that these 
miRNAs have effects during heat stress [29, 30] and sea-
sonal changes [31]. Together, these studies conclude that 
season-specific factors comprising the FF may inherently 
affect follicle function and oocyte maturation, and the 
understanding of miRNA dynamics in FF-EVs provides 
insights into reproductive health and potential therapies.

This study aims to explore the miRNAs associated with 
equine FF-EVs, which are small lipid-enclosed particles 
released by various cell types and classified as exosomes 
(30–130  nm) and microvesicles (50–1,000  nm). These 
particles are essential in cell-to-cell communication and 
transferring genetic information within the follicular 
environment [32, 33]. They transport and shuttle regula-
tory molecules such as lipids, proteins, and small RNAs 
to the target cells in a timely delivery system [34, 35]. A 
recent study observed changes in the miRNA profiles of 
bovine FF-EVs collected during summer and winter, sug-
gesting the possible role of EV-coupled miRNAs in regu-
lating ovarian response to environmental variations and 
controlling follicular activity [31]. Here, we hypothesize 
that the miRNA content of equine FF-EVs varies depend-
ing on the ovulatory and anovulatory seasons and influ-
ences follicular activity during seasonal variations, which 
can impact mares’ fertility. Our study aims to investi-
gate the expression and dynamics of the equine FF-EV 
miRNA profiles in preovulatory follicles during ovulatory 
(SOV, SUM, and FOV) and anovulatory (SAN) seasons.

Materials and methods
See Additional file 1 for further details.

Animals, transrectal ultrasonography and seasonal 
grouping
The study used 19 multiparous Quarter Horse mares, 
weighing between 400 and 600 kg and aged 8 to 14 years, 
grazed freely in the northern hemisphere (latitude, 37.7o 
N) under natural light conditions with unlimited access 
to fresh water and trace-mineralized salt. During the 
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non-ovulatory season (SAN) and ovulatory seasons 
(SOV, SUM, and FOV), transvaginal ultrasound-guided 
ablations of all ovarian follicles were carried out 10–11 d 
after the ovulation of the previous cycle to induce a new 
follicular wave [36]. Then, daily ultrasonographic track-
ing was performed until the dominant follicle reached a 
preovulatory diameter. Only animals showing continuous 
ultrasonographic follicle growth for at least three consec-
utive days, uterine edema (estrus-like), and the absence 
of a corpus luteum at the time of FF aspiration were used 
for sample collection.

Follicular‑fluid sample collection
All mares were adequately prepared and sedated before 
follicular ablation and FF sampling procedures, as 
described in previous studies [37, 38]. Preovulatory 
follicles with a diameter of 30–35  mm were aspirated 
into sterile vials during specific seasons: SAN (March), 
SOV (April and May), SUM (June to July), and FOV 
(September). Following the abovementioned restric-
tions, only 6 to 12 mares per seasonal group were used, 
resulting in 42 clear FF samples collected throughout 
the year. These FF samples were promptly centrifuged 
(1,600 × g for 10  min at 4  °C), and the supernatants 
were then subjected to subsequent centrifugation 
(3,200 × g for 15 min at 4  °C) and stored at −80  °C for 
downstream analysis.

Isolation of extracellular vesicles from follicular fluid
The experiment combined two to three FF samples of 
individual mares (0.5  mL) to create four biological rep-
licates (1.0–1.5  mL/replicate) for isolating extracellu-
lar vesicles (EVs). The FF samples underwent a series of 
centrifugation steps to remove cells (500 × g for 5  min) 
and debris (4,000 × g for 5  min) and were then filtered 
(0.22  µm) to exclude large particles. The EVs were then 
isolated using centrifugation (25,000 × g for 30  min at 
4  °C) and ultracentrifugation (120,000 × g for 70  min at 
4  °C) procedures. Finally, the isolated EVs were washed, 
resuspended in PBS, and stored at −80  °C for further 
analysis.

Morphological and molecular characterization of FF‑EVs
Specific proteins of frozen-thawed EVs were ana-
lyzed using the JESS Simple Western™ instrument 
(ProteinSimple®, Bio-Techne, Minneapolis, MN, USA). 
Proteins CD81, FLOT-1, and TSG101 were checked, 
while the absence of cytochrome C (CYCS) was 
ensured. Protein lysate (10 µL) was extracted using 
RIPA lysis buffer and run under JESS’s Assay Module for 
Protein Normalization (AM-PN001). The analysis used 
25 capillary cartridges and specific antibodies, followed 
by detection and analysis using Compass for Simple 

Western software. The size distribution and concentra-
tion of EVs were measured using the Zetaview Particle 
Metrix (Particle Metrix, Germany). EV samples were 
diluted (1,000×) in sterile PBS and analyzed using the 
ZetaView Laser scattering microscope with an LM14C 
laser. For each sample, 11 independent video measure-
ments were recorded at 11 independent positions, and 
video files were analyzed using ZetaView software ver-
sion 8.05.12. The morphology of EVs was analyzed using 
a transmission electron microscope (TEM) according to 
the methods previously reported [39]. Purified EVs were 
placed on grids, stained, and viewed using an FEI/TFS 
Tecnai T12 Spirit TEM. All relevant data have been sub-
mitted to the EV-TRACK knowledgebase (https://​evtra​
ck.​org) with the EV-TRACK ID EV231010 [40].

Total RNA extraction, library preparation, and sequencing
The EV samples from different experimental groups 
were used to isolate total RNA, including miRNAs, 
using a Norgen Exosomal RNA Isolation kit (Norgen, 
Canada). Genomic DNA contaminants were eliminated 
using on-column DNA digestion, and RNA concentra-
tion and size distribution were assessed using an Agilent 
2100 Bioanalyzer (Agilent Technologies, Santa Clara, 
CA, USA). Small-RNA libraries were prepared for next-
generation sequencing with Illumina’s TruSeq Small 
RNA Library Prep Kit. Library quantity and quality were 
assessed using a Qubit 2.0 Fluorometer and an Agilent 
2100 Bioanalyzer. The libraries were then sequenced 
using a NovaSeq6000 instrument (Illumina, Inc., San 
Diego, CA, USA), as single-end reads (50 bases).

Small RNAseq data analysis
The FASTQ files for each sample were generated using 
the bcl2fastq software. Data analysis was performed 
using CLC Genomics Workbench version 21. Raw 
sequencing reads were trimmed based on quality score 
(Q-score > 30), ambiguous nucleotides (≤ 2 nucleo-
tides), read length (≥ 15 nucleotides), and removal 
of adapter sequences. The reads were mapped to the 
equine reference genome (EquCab3.0) and annotated 
against equine precursor and mature miRNAs (miBase 
database, release 22). Raw expression data were nor-
malized using the TMM normalization method [41] 
and presented as TMM-adjusted Counts Per Million 
(CPM). MiRNAs exhibiting a fold change (FC) ≥ 2 and 
a P‐adjusted value (FDR) < 0.05 [42] were considered 
differentially expressed (DE). The raw FASTQ and pro-
cessed CSV files have been deposited in the NCBI’s 
Gene Expression Omnibus (GEO) under accession 
number GSE249220.

https://evtrack.org
https://evtrack.org
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Cluster analysis, target gene prediction, and ontological 
classification
The expressed miRNAs were grouped into different clus-
ters based on their expression profiles during different 
seasons using the Mfuzz Bioconductor package [43]. The 
genes targeted by the DE-miRNAs were identified using the 
human homologous miRNAs in the miRWalk database [44]. 
Validated target genes from miRTarBase (version 7.0) and 
standard target gene predictions by TargetScan (version 7.1) 
and miRDB (release 5.0) within miRWalk were chosen for 
pathway analysis using the DAVID bioinformatics web tool 
(https://​david.​ncifc​rf.​gov/) and the KEGG pathway database 

[45]. Furthermore, a network of all DE-miRNAs from differ-
ent comparisons was created using Cytoscape [46].

Results
Seasonal alterations dynamically impact the intrafollicular 
secretion of EVs
The FF-EVs isolated from mares in SAN, SOV, SUM, and 
FOV underwent thorough morphological and molecu-
lar characterization, strictly following the guidelines of 
the International Society of Extracellular Vesicles (ISEV) 
[47]. A detailed summary of the FF-EVs’ characteriza-
tion is presented in Fig.  1, highlighting the use of TEM 

Fig. 1  EV characterization. A Transmission electron microscope (TEM) imaging shows EVs with typical structure (red arrow), scale bar = 100 nm. 
B Western blot analysis of EVs marker proteins CD81, FLOT-1, and TSG101 and cellular protein contamination indicator CYCS. C The NTA analysis 
reveals the size distribution (upper panel) and concentration (lower panel) of the isolated EVs, with the asterisk indicating a significant difference 
between groups. Data were analyzed and graphs were generated using GraphPad Prism version 8.4.2 (GraphPad; San Diego, CA, USA). Statistical 
differences were assessed between the mean values of more than two groups using One-way Analysis of Variance (ANOVA) followed by Tukey’s 
Multiple Comparisons tests. Data are presented as the Mean ± SEM of biological replicates. Statistical significance was identified at P ≤ 0.05

https://david.ncifcrf.gov/
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(A), immunoblotting (B), and NTA (C) techniques for 
all samples. The isolated FF-EVs exhibited nanoscale, 
spherical structures with high purity and expressed 
typical exosomal protein markers, including CD81, 
FLOT-1, and TSG101, while showing the absence of the 
mitochondrial cellular contamination marker CYCS. 
Each seasonal group displayed varying EV sizes, averag-
ing 85.9 nm for SAN, 81.2 nm for SOV, 84.4 nm for SUM, 
and 79.6 nm for FOV. The SOV-derived samples had the 
lowest EV concentration, averaging 3.03 × 1011 particles/mL, 
which significantly differed from the EV concentration 
in the SUM samples, averaging 1.35 × 1012 particles/mL 
(P < 0.05). Nevertheless, the EV concentration in the SOV 
samples did not significantly differ from that of the SAN 
and FOV groups.

Sequencing and miRNA expression profiles
The small RNA sequencing analysis revealed an average 
of 23 million raw reads, resulting in nearly 22 million 
clean reads after QC trimming per sample. On average, 
70% of the reads are successfully mapped to the equine 
reference genome. In Fig.  2, the principal component 

analysis (Fig. 2A) and heatmap (Fig. 2B) display distinct 
miRNA expression profiles and sample clustering for 
each seasonal group, excluding the FOV_1 sample from 
further analysis. A total of 282 unique miRNAs were 
expressed (> 10 CPM), with 235 in the SAN, 231 in the 
SOV, 238 miRNAs in the SUM, and 249 in the FOV group 
(Fig.  2C). Around 72% (203) of total detected miRNAs 
were found in all groups, and 13 of the 20 most abundant 
miRNAs were common to all datasets (Table 1). Among 
these, six miRNAs (miR-148a, miR-143, miR-99a, miR-
192, miR-21, and miR-10b) accounted for 61%–72% of all 
20 miRNA expressions. MiR-143 had the lowest expres-
sion level in the SUM group (3.8%) compared to 32.1% 
in the other groups, while miR-192 showed a similar pat-
tern with 7.2% in the SAN group versus 31% in the oth-
ers (Table 1). A detailed list of all expressed miRNAs per 
season is provided in Additional file 2.

Differential expression, target gene prediction, 
and bioinformatic analyses
The volcano plots in Figs.  3 and 4 depict the results of 
pairwise comparisons. A total of 97 unique miRNAs were 

Fig. 2  Principal component analysis (PCA), heatmap, and miRNA expression profiles. Small-RNA sequence data and miRNA expression profile 
overviews. A Principal component analysis. B Heatmap and hierarchical clustering of expressed miRNAs. Red and green colors represent high 
and low expressed miRNAs, respectively. C miRNA expression profiles in each seasonal group. Experimental groups are represented as SAN (Spring 
Anovulatory), SOV (Spring Ovulatory), SUM (Summer), and FOV (Fall Ovulatory) seasons. EVs and miRNAs were obtained from four independent 
samples, harboring different suffices (1, 2, 3, or 4) in each group. In the FOV group, however, FOV_1 was removed from further analyses (Fig. 2B 
and 2C) due to similarity to the SAN group (PCA analysis)
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found to be differentially expressed (FC > 2.0, FDR < 0.05, 
CPM > 10), with 11, 14, 74, 06, 67, and 8 miRNAs identi-
fied in SOV vs. FOV (Fig.  3A), SUM vs. FOV (Fig.  3B), 
SOV vs. SUM (Fig.  3C), SAN vs. SOV (Fig.  4A), SAN 
vs. SUM (Fig.  4B), and SAN vs. FOV (Fig.  4C), respec-
tively. Venn diagrams in Figs.  3D and 4D illustrate the 
list of differentially expressed miRNAs shared between 
two comparisons. These miRNAs were either down-
regulated (in green) or upregulated (in red) in the joint 
seasonal group of both comparisons. Additionally, all 
differentially expressed miRNAs in the six comparisons 
are presented in Fig. 5 and Additional file 3. Among the 
findings, miR-143 and miR-192 were the two most abun-
dant dysregulated in pairwise comparisons. For example, 
miR-143 was significantly downregulated in the SUM 
group compared to SOV (−11.33 FC, FDR = 7.3 × 10−18), 
SAN (−7.64 FC, FDR = 2.78 × 10−12), and FOV (−6.43 
FC, FDR = 1.62 × 10−8). Similarly, miR-192 expression 
was downregulated in the SAN group compared to 
SUM (−5.63 FC, FDR = 3.9 × 10−4) and FOV (−5.46 FC, 
FDR = 5.97 × 10−3), as well as in the SOV group com-
pared to SUM (−3.08 FC, FDR = 2.02 × 10−2). Addition-
ally, several miRNAs appeared unique (e.g., miR-328 and 
miR-451) or paired (e.g., 302b and miR-429) in different 
comparisons, such as SAN vs. SOV, SUM vs. FOV, and 
SOV vs. FOV.

The subsets of differentially expressed miRNAs, 
including miR-143 and miR-192 (among the top 20 
most abundant), as well as miR-149, miR-200b, miR-
206, miR-221, miR-328, and miR-615 (spring tran-
sition), were chosen for target gene prediction and 
bioinformatic analyses. Results in Table  2, miR-143, 
targeting 74 genes, are mainly associated with post-
translation modifications like phosphoprotein, iso-
peptide bound, Ubl conjugation, and methylation. 
Conversely, miR-192, targeting 49 genes, did not show 
significant enrichments. All six miRNAs upregulated in 
SAN vs. SOV targeted 634 genes, significantly enriched 
in diverse biological functions including DNA-, RNA-, 
and miRNA- “binding”, “transcription factor activity”, 
“sequence-specific DNA binding”, and post-translation 
modifications such as acetylation and methylation. 
The specific upregulation of miR-328 in SAN (vs. 
SOV; +3.48 FC), targeting 46 genes, showed significant 
enrichment in the “endoplasmic reticulum” cellular 
components. Additionally, the specific upregulation of 
miR-302b in SUM (vs. FOV; −68.13 FC) targeted 118 
genes, enriched in various biological pathways related 
to cellular component (i.e., “nucleoplasm”), molecu-
lar function (i.e., “DNA-binding,” “transcription factor 
activity,” and “sequence-specific DNA binding”), and 
biological process (i.e., transcription and transcription 

Table 1  List of top 20 most abundant FF-EV miRNAs from different seasonal groups

The 20 most abundant miRNAs are listed from the highly to the lesser abundant in each season, measured as Count Per Million (CPM). The 13 commonly shared 
miRNAs are bolded. Experimental groups are represented as SAN (Spring Anovulatory), SOV (Spring Ovulatory), SUM (Summer), and FOV (Fall Ovulatory) seasons

Name SAN Name SOV Name SUM Name FOV

eca-miR-148a 153217.5 eca-miR-143 220236.4 eca-miR-148a 185229.96 eca-miR-148a 130802.1

eca-miR-99a 152297.6 eca-miR-99a 139358.2 eca-miR-21 110374.93 eca-miR-143 124999.3

eca-miR-143 148564.7 eca-miR-148a 127656.7 eca-miR-99a 88377.861 eca-miR-99a 85233.95

eca-miR-21 66253.57 eca-miR-21 112097.5 eca-miR-192 61590.064 eca-miR-192 59664.31

eca-miR-10b 32721.78 eca-miR-26a 41150.8 eca-miR-10b 59013.673 eca-miR-21 47142.89

eca-let-7c 32308.23 eca-miR-10b 31779.63 eca-miR-423-5p 47375.737 eca-miR-100 33616.31

eca-miR-26a 31335.63 eca-let-7 g 27746.73 eca-miR-10a 38047.633 eca-miR-10b 27615.29

eca-miR-10a 27625.71 eca-miR-423-5p 25721.44 eca-miR-486-5p 28771.487 eca-miR-423-5p 27610.03

eca-let-7 g 23924.93 eca-let-7f 23289.82 eca-miR-218 27141.321 eca-miR-10a 24416.9

eca-miR-423-5p 20638.59 eca-miR-27b 23034.01 eca-miR-215 22536.951 eca-miR-26a 23407.8

eca-let-7a 18658.87 eca-miR-192 19979.72 eca-let-7 g 21758.141 eca-miR-215 22890.12

eca-miR-100 17932.95 eca-let-7a 18330.15 eca-miR-128 21423.475 eca-miR-24 18177.65

eca-let-7f 16062.56 eca-let-7c 16168.63 eca-miR-26a 19879.521 eca-let-7 g 17308.86

eca-miR-27b 14922.12 eca-miR-100 14713.95 eca-miR-143 19513.78 eca-miR-27b 16276.16

eca-miR-9a 14392.11 eca-miR-10a 13075.2 eca-miR-27b 19296.781 eca-miR-128 14358.85

eca-miR-1 13990.02 eca-miR-215 12377.61 eca-miR-7f 18443.203 eca-miR-27a 12482.74

eca-miR-192 10933.04 eca-miR-1 9928.538 eca-miR-22 18431.73 eca-miR-451 12127.98

eca-miR-30d 10138.15 eca-miR-126-3p 9608.478 eca-miR-24 17516.918 eca-let-7f 12126.65

eca-miR-24 9319.776 eca-miR-199a-3p 9071.105 eca-let-7c 14230.575 eca-let-7a 11556.09

eca-miR-128 7818.761 eca-miR-30d 8234.176 eca-let-7a 12710.04 eca-miR-486-5p 10986.71
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regulation). Both miR-100 and let-7c were significantly 
dysregulated in multiple comparisons. MiR-100 was 
downregulated in SOV vs. FOV (−2.28 FC) and SUM 
vs. FOV (−4.06 FC) and upregulated in SAN vs. SUM 
(+2.17 FC), targeting 20 genes significantly enriched 
for “protein binding”. Meanwhile, let-7c was upregu-
lated in SAN vs. FOV (+3.2 FC) and vs. SUM (+2.27 
FC), targeting 311 genes enriched in various biological 
pathways, including the “p53 signaling pathway”, “gluta-
matergic synapse”, “response to gamma radiation”, and 
“endoplasmic reticulum.”

Cluster analysis revealed nine distinct patterns of 
miRNA expression across seasons (Fig. 6A), with a sub-
stantial number of miRNAs associated with each cluster 
(Fig. 6B). Three clusters demonstrating critical seasonal 
patterns displayed significant numbers of DE-miRNA 
(12, 25, and 19 for Clusters 1, 4, and 6, respectively), 
thereby allowing for further pathway analyses. Cluster 
1 exhibited the highest expression levels of 37 miRNAs 
in the SAN group (Fig. 7A). In contrast, both Cluster 4 
(Fig. 8A) and Cluster 6 (Fig. 9A) displayed similar high-
est expressions of 43 and 48 miRNAs, respectively, in the 

SUM group. DE-miRNAs were found in 4 (Clusters 1 
and 4; Figs. 7B and 8B) and 3 (Cluster 6; Fig. 9B) different 
comparisons, leading to significant enrichments of vari-
ous pathways (Figs. 7C, 8C, and 9C).

Discussion
The molecular mechanisms governing ovarian dynam-
ics during different seasons remain mysterious. Extra-
cellular vesicles in follicular fluid are crucial in causing 
functional adjustments in target cells [48, 49]. A pre-
vious study demonstrated that mares’ follicular fluid-
derived extracellular vesicles’ miRNA profiles are 
closely associated with follicle development, selection, 
and ovulation. However, little is known about EVs and 
their effectual miRNA profiles during the ovulatory 
and anovulatory seasons. This study compares miRNA 
cargo of extracellular vesicles collected from mares’ fol-
licular fluid during ovulatory and anovulatory seasons, 
and significant seasonal variations are unveiled. These 
findings enhance our understanding of extracellular 
vesicle–coupled miRNA control over ovarian activity 
during seasonal reproductive changes.

Fig. 3  Differential expression and group comparisons. Volcano representations of pairwise comparisons between SOV and FOV (A), SUM 
and FOV (B), and SOV and SUM (C) are shown. The Venn diagram (D) provides the lists of miRNAs that are shared between pairwise comparisons 
(Red = downregulation and Green = upregulation). Experimental groups are represented as SAN (Spring Anovulatory), SOV (Spring Ovulatory), SUM 
(Summer), and FOV (Fall Ovulatory) seasons
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EV identification, total and abundant miRNA in equine 
follicular fluid across seasons
The follicular fluid contains vital components for oocyte 
and follicular maturation and cellular communication. 
Studies have shown that FF-EV–derived miRNAs are 
crucial in mediating cellular communication [50] and 
responding to stress within the follicle [51–53]. Our find-
ings revealed a higher accumulation of EVs in the SUM 
group, which may implicate an increased EV release 
from the follicular cells in response to high environmen-
tal temperature. Previous in vivo and in vitro studies have 
demonstrated these EVs can shuttle protective signals in 
the form of miRNAs, which can induce tolerance to high 
temperatures if delivered to recipient cells [30, 31, 39, 54], 
indicating their potential to regulate the response to ele-
vated thermal temperatures for maintaining intrafollicular 
homeostasis.

Our analysis found that 203 out of 282 (72%) of the 
uniquely detected miRNAs were shared across seasons, 

indicating that they may represent the core miRNA 
profile of equine FF-EVs, which may have a housekeep-
ing role in follicular dynamics in mares irrespective of 
the season. During the winter-to-summer comparison, 
a similar core miRNA profile was observed in bovine 
FF-EV–derived miRNAs (89.6%: 232/259) [31]. Studies 
on equine [25] and porcine [55] follicle development also 
reported high percentages of shared miRNA across fol-
licle developmental stages (82% and 86%, respectively). 
The expression levels of the number of these FF-EV–cou-
pled miRNAs were altered across seasons (Cluster analy-
sis), which observation was in agreement with previous 
reports in short-day breeder sheep [56, 57] and buffalo 
oocyte- and follicular cell-derived miRNAs [58]. Consid-
ering their involvement in various cancers, miRNAs have 
been suggested as potent regulators of follicular atresia 
and degeneration [59], playing a crucial role in follicular 
development, meiotic resumption, and ovulation by tar-
geting genes involved in signaling pathways such as AKT, 

Fig. 4  Differential expression and group comparisons. Volcano representations of pairwise comparisons between SAN and SOV (A), SAN 
and SUM (B), and SAN and FOV (C) are shown. The Venn diagram (D) shows the miRNAs that are shared between pairwise comparisons 
(Red = downregulation and Green = upregulation). Experimental groups are represented as SAN (Spring Anovulatory), SOV (Spring Ovulatory), SUM 
(Summer), and FOV (Fall Ovulatory) seasons
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WNT1, GDF9, BMP15, MAPK, ErbB, PTEN, PI3K-Akt, 
P53, mTOR, FOXO1, and TGFβ1 [60–62].

The current study found that miR-148a, miR-143, miR-
192, miR-99a, miR-21, miR-10a, and miR-10b are abun-
dant miRNAs across all seasons. These miRNAs regulate 
ovarian development, including ovarian cell prolifera-
tion and steroidogenesis [63–65]. They have been shown 
to have diverse beneficial effects on livestock species, 
such as sheep [66, 67] and pigs [68, 69], with reported 
effects on embryo quality [28]. High expression levels 
of these miRNAs were found in FF-EVs of large antral 
follicles, granulosa, and luteal cells throughout follicu-
logenesis, and their upregulation in late corpus luteum 
and atretic follicles during SAN, SUM, and FOV was 
observed in various livestock species, including sheep 
[70], cows [31, 71], horses [25], and pigs [33]. Previous 
studies have indicated positive correlations between 
these miRNAs and oocyte maturation [72] and IVF out-
comes [28], highlighting the potential of these abundant 
miRNAs as essential molecules in regulating ovarian 

function throughout all seasons and as potential markers 
for improving female fertility.

Seasonal variations in FF‑EV–coupled miRNAs
The cluster analysis found that about 34% of all detected 
miRNAs are differentially expressed across seasons, likely 
impacting follicular function and ovulatory capacity in 
various seasons. The discussion will focus on selected 
miRNAs with high abundance and significant differen-
tial expression, especially those related to spring (SAN vs. 
SOV) and fall (SUM vs. FOV) transitions or involved in 
selected clusters (1, 4, and 6) or comparisons across mul-
tiple seasons.

Two abundant miRNAs, miR-192 and miR-143, varied 
significantly across seasons. Despite no significant path-
way enrichment of the miR-192 gene targets, its higher 
expression during SUM (vs. SAN and SOV) and FOV 
(vs. SAN) suggests a link to ovulation. Noteworthy, the 
miR-192 has been proposed as a potential biomarker 
for early pregnancy screening in sows due to its higher 

Fig. 5  All differentially expressed (DE) miRNAs. All DE-miRNAs from the six different comparisons. Up- and down-regulated miRNAs from each 
comparison are presented as red and green lines, respectively. Experimental groups are represented as SAN (Spring Anovulatory), SOV (Spring 
Ovulatory), SUM (Summer), and FOV (Fall Ovulatory) seasons
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Table 2  Enrichment analysis of selected miRNA clusters

DE Differentially expressed or Differential expression, Down Downregulated, Up Upregulated, CC Cellular component, MF Molecular function, BP Biological process, 
PTM Post-translational modification, GO Gene Ontology, KW Key word, KEGG Kyoto Encyclopedia of Genes and Genomes. Experimental groups are represented as SAN 
Spring Anovulatory, SOV Spring Ovulatory, SUM Summer, and FOV Fall Ovulatory seasons

miRNA Seasonal comparisons Biological pathways (P < 0.1)

Expression status IDs
(# of Gene targets)

(Expression in 1st stated group)

Abundant DE miR-143
(74)

SUM-SOV (Down)
SUM-SAN (Down)
SUM-FOV (Down)

➢ KW-1017 ~ Isopeptide bond (PTM)
➢ KW-0832 ~ Ubl conjugation (PTM)
➢ KW-0597 ~ Phosphoprotein (PTM)
➢ KW-0488 ~ Methylation (PTM)

miR-192
(49)

SAN-FOV (Down)
SOV-SUM (Down)
SAN-SUM (Down)

No significant enrichments

Transitional Spring
(DE)

miR-149
miR-200b
miR-206
miR-221
miR-328
miR-615
(Total of 634)

SAN-SOV (Up) ➢ KW-0832 ~ Ubl conjugation (PTM)
➢ KW-1017 ~ Isopeptide bond (PTM)
➢ GO:0000381 ~ Regulation of alternative mRNA splicing (BP)
➢ KW-0694 ~ RNA-binding (MF)
➢ KW-0227 ~ DNA damage (BP)
➢ KW-0238 ~ DNA-binding (MF)
➢ GO:0000785 ~ chromatin (CC)
➢ GO:0003700 ~ transcription factor activity, sequence-specific 
DNA binding (MF)
➢ GO:0008139 ~ nuclear localization sequence binding (MF)
➢ GO:0035198 ~ miRNA binding (MF)

➢ KW-0597 ~ Phosphoprotein (PTM)
➢ KW-0007 ~ Acetylation (PTM)
➢ KW-0488 ~ Methylation (PTM)

Spring
(Specific)

miR-328
(46)

SAN-SOV ➢ KW-0256 ~ Endoplasmic reticulum (CC)

Fall
(Specific)

miR-451
(1)

SUM-FOV ➢ Interleukin 6 receptor (IL6R)

miR-302b
(118)

SUM-FOV ➢ KW-0010 ~ Activator (MF)
➢ KW-0805 ~ Transcription regulation (BP)
➢ KW-0804 ~ Transcription (BP)
➢ KW-0597 ~ Phosphoprotein (PTM)
➢ GO:0003700 ~ transcription factor activity, sequence-specific 
DNA binding (MF)
➢ GO:0003677 ~ DNA binding (MF)
➢ GO:0005654 ~ Nucleoplasm (CC)
➢ GO:0005634 ~ Nucleus (CC)
➢ GO:0000978 ~ RNA polymerase II core promoter proximal 
region sequence-specific DNA binding (MF)
➢ GO:0003682 ~ chromatin binding (MF)
➢ GO:0001228 ~ transcriptional activator activity, RNA polymer-
ase II transcription regulatory region sequence-specific binding 
(MF)

miR-429
(none)

SOV-FOV N/A

Multi-seasonal Let-7c
(311)

SAN-FOV
SAN-SUM

➢ GO:0098978 ~ glutamatergic synapse (CC)
➢ GO:0005783 ~ endoplasmic reticulum (CC)
➢ GO:0010332 ~ response to gamma radiation (BP)
➢ KW-0597 ~ Phosphoprotein (PTM)
➢ hsa04115: p53 signaling pathway (KEGG)
➢ GO:0005739 ~ mitochondrion (CC)
➢ GO:0005829 ~ cytosol (CC)
➢ GO:0005654 ~ nucleoplasm (CC)
➢ GO:0005737 ~ cytoplasm (CC)

miR-100
(20)

SOV-FOV
SUM-FOV
SAN-SUM

➢ GO:0005515 ~ protein binding (MF)
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detection in blood serum [73]. On the other hand, the 
downregulation of miR-143 in SUM (vs. SAN, SOV, and 
FOV) is associated with post-translational modifica-
tions impacting protein functions, especially apoptosis. 
Overexpression of miR-143-3p has been found to have 
steroidogenesis inhibitory and pro-apoptotic effects, 
targeting intracellular signaling factors like TGF-β in 
porcine granulosa cells and follicular atresia [74], as well 
as BMPR1A/SMAD1/5/8 in polycystic ovary syndrome 
(PCOS). This endocrine disorder leads to abnormal fol-
licular development, chronic anovulation, and infertil-
ity [75]. Higher levels of miR-143-3p expression have 
also been reported in FF-EVs of women with PCOS 
[76]. Therefore, the contrasting expressions of miR-192 
(upregulation) and miR-143 (downregulation) in healthy 
equine preovulatory follicles during summer could 
potentially serve as predictive markers for success-
ful ovulation and promise improved early pregnancy 
screening methods in mammalian reproduction.

Spring transition
In this study, the principal component analysis (PCA) 
comparing the  spring anovulatory season (SAN) and 
the  spring ovulatory season (SOV) showed minimal 

overlap, regardless of the PC1/PC2 (Additional file 4) and 
PC1/PC3 combination.  The factors contributing to the 
onset of normal ovarian cyclicity during the spring tran-
sition remain unknown. Here, we found that during this 
transition, specific miRNAs (miR-149, miR-200b, miR-
206, miR-221, miR-328, and miR-615) were overexpressed 
in the SAN compared to the SOV season, suggesting their 
role in maintaining oocyte meiotic arrest and regulating 
the cell cycle. These miRNAs are identified in Cluster 1, 
characterizing the expression profiles of the anovula-
tory or non-breeding season. Twelve related differentially 
expressed miRNAs may promote cellular senescence over 
apoptosis by influencing pathways that regulate stable cell 
cycle arrest and/or cell survival. The overexpression of 
these miRNAs may contribute to maintaining oocytes in 
a meiotic arrest state (e.g., miR-206) through ERα target-
ing [77, 78], regulating the cell cycle by promoting pro-
liferation or inducing arrest (e.g., miR-221, miR-149, and 
miR-615) via targets such as FoxO, MAPK, and estrogen 
signaling pathways [61], and ensuring the developmental 
transition from the follicular to luteal phase (e.g., miR-
221-5p) through targeting genes associated with Ras and 
PI3K-Akt signaling pathways [79]. These differentially 
expressed miRNAs significantly enrich these signaling 

Fig. 6  Clustering analysis of extracellular vesicle–coupled microRNAs across the different seasons. A Nine different miRNA expression patterns 
in the follicular fluid extracellular vesicles across the seasons. B The counts and percentages of expressed microRNAs (miRNAs) and the differentialy 
expressed (DE) miRNAs from the different comparisons in each cluster. Each line represents one miRNA that fits (better: red, purple, and blue 
lines; lesser: yellow or green lines) with its pattern of expression within the cluster. Experimental groups are represented as SAN (Spring 
Anovulatory), SOV (Spring Ovulatory), SUM (Summer), and FOV (Fall Ovulatory) seasons
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pathways during the spring transition and have been 
identified in the preovulatory follicle cells and FF-EVs of 
humans [80, 81], pigs [68, 82], and sheep [83, 84], playing 
a crucial role in regulatory processes. In the current study, 
these miRNAs exert their impacts through regulating 
target genes affecting biological functions such as post-
translational modifications, RNA- and DNA-binding, 
DNA damage, chromatin, transcription activity, nuclear 
localization sequence binding, and miRNA binding, all 
associated with steroidogenesis and/or cell cycle [33, 81, 
83]. These intricate regulatory roles are key to their func-
tion during follicular development and oocyte matura-
tion [33, 85, 86], with the potential to positively influence 
female reproductive performance [85, 87, 88]. Nutritional 
studies have reported dysregulations of miR-328 and 
miR-200 impacting fertility outcomes [28], and miR-200 
inspires further research through appropriate nutritional 
measures during the non-breeding season, as reported in 
sheep [83, 89].

Summer ovulatory season, the peak of breeding
Our research has identified 2 key Clusters, 4 and 6, shed-
ding light on the distinct roles of miRNAs during the 

summer ovulatory season (SUM). The biological functions 
within both clusters converge on sustaining cell prolifera-
tion, growth, and survival processes in ovarian follicles. 
Cluster 4 is linked to cellular senescence, while Cluster 6 is 
linked to the MAPK signaling pathway and the regulation 
of pluripotency in stem cells, especially within the oocyte. 
These findings underscore the intricate balance between 
non-dividing oocytes and dividing somatic cells in the 
ovarian follicle during the peak of breeding. Understand-
ing these clusters could enhance the sustainability of cell 
proliferation, growth, and survival processes in the folli-
cles, potentially positively influencing seasonal fertility.

Fall transition
Preovulatory follicles in various species, including humans 
[90, 91], horses [20], cows [60], pigs [82], chickens [92], 
and mice [93, 94], have been found to contain specific 
miRNAs such as miR-302b, 429, and 451. The expression 
of miR-302b was specific to the transition from summer to 
fall ovulation, showing higher levels in the summer com-
pared to the fall. In chickens, reduced expression of miR-
302b in primordial germ cells has been linked to decreased 
cell proliferation and increased apoptosis, potentially 

Fig. 7  Cluster 1 of microRNAs (miRNAs). A group of 37 miRNAs exhibited a sharp reduction in their expression from the SAN till the FOV seasons (A). 
Among this cluster, 12 miRNAs were differentially expressed (DE) in four comparisons (B). Top 20 pathways associated with the DE-miRNAs target 
genes of this cluster (C). Experimental groups are represented as SAN (Spring Anovulatory), SOV (Spring Ovulatory), SUM (Summer), and FOV (Fall 
Ovulatory) seasons
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contributing to the decline in intrafollicular processes 
leading to the end of the ovulatory season [92]. On the 
other hand, miR-429 expression was detected in both the 
spring and fall ovulatory seasons and has been associated 
with luteinizing hormone synthesis in the pituitary gland 
[62, 94], likely linked to the transition from the follicular 
phase to the luteal phase. Similarly, the overexpression 
of miR-451 in the summer compared to the fall suggests 
potential benefits during ovulation. In cows, miR-451 is 
overexpressed in large healthy follicles (12–17  mm) [95], 
while in women with endometriosis, decreased miR-451 
expression in FF and oocytes is associated with reduced 
fertility potential such as decreased number of oocytes, 
fertilization rate, and embryo quality compared to healthy 
women [93]. Altogether, these findings emphasize the 
importance of further exploring these miRNAs’ functional 
roles and practical applications in reproductive health, 
especially the overexpression of miR-302b and miR-451 in 
the SUM group (compared to FOV) during ovulation.

Comparing multiple seasons
It was found that miR-100 and let-7c are significant 
miRNAs that are present in various ovarian cell types, 
FF, and FF-EVs and play a role in promoting follicle 
development and regulating ovarian follicle pathways 
in different species, including human [96], horses [25], 
and cows [31, 60]. MiR-100 has multiple roles in cells 
and may affect oocyte reprogramming through its inter-
action with SMARCA5, a key regulator of global chro-
matin structure [97, 98]. Previous studies showed that 
miR-100 triggers the resumption of meiosis in human 
oocytes by negatively regulating genes encoding inhibi-
tory factors of follicular maturation via mTOR [96, 99, 
100] or supports tumor suppression in ovarian cancer 
via mTOR, inducing apoptosis [99]. Thus, controlling 
the mTOR by reduced expression of miR-100 during 
SOV and SUM could maintain the oocyte in meiosis 
arrest for further cytoplasmic maturation to optimal 
developmental competence acquisition and the survival 
of other follicular cells. On the other hand, the overex-
pression of let-7 family members (let-7c, let-7a-5p, and 

Fig. 8  Cluster 4 of microRNAs (miRNAs). A group of 43 miRNAs exhibited a sharp increase in their expression during the summer and then a slight 
reduction during the fall ovulatory season (A). Among this cluster, 25 miRNAs were differentially expressed (DE) in four comparisons (B). Top 20 
pathways associated with the DE-miRNAs target genes of this cluster (C). Experimental groups are represented as SAN (Spring Anovulatory), SOV 
(Spring Ovulatory), SUM (Summer), and FOV (Fall Ovulatory) seasons
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let-7 g-5p) in FF-EVs is directly linked to human oocyte 
failure to fertilize [28, 101], with significantly higher 
expressions in developmentally arrested oocytes at the 
GV stage, as compared to their MI and MII counter-
parts [102]. These reports support the findings of the 
present study, which identifies the upregulation of let-
7c during anovulatory (SAN) versus ovulatory seasons 
(SUM and FOV) as potentially contributing to oocyte 
meiotic arrest during SAN.

Conclusions
This study presents the miRNA profiles of equine FF-
EVs collected during anovulatory or non-breeding 
(SAN) and ovulatory or breeding (SOV, SUM, and 
FOV) seasons. The EVs were isolated from domi-
nant 30–34  mm follicle sizes, which are absent in 
ovaries during deep winter anestrus (contain only 

follicles < 20  mm in diameter). The study has unveiled 
seasonal dynamic patterns of FF-EV–coupled miRNAs, 
which are pivotal for advancing fertility research. A 
group of miRNAs appeared as potential regulators of 
spring transition (SAN-SOV), with specific miRNAs 
upregulated in the SAN season (miR-149, miR-200b, 
miR-206, miR-221, miR-328, and miR-615). Further-
more, the study has revealed that specific miRNAs play 
a crucial role in maintaining continued folliculogenesis, 
leading up to ovulation during the ovulatory seasons 
(SOV, SUM, and FOV), with consistent downregulation 
compared to SAN (miR-100, let-7c, and miR-143) and 
FOV (miR-302b) and upregulation compared to SAN 
(miR-192). These findings shed light on the potential 
involvement of EV-coupled miRNAs in seasonal vari-
ations on breeding and fertility, offering insights into 
ovulatory failure mechanisms.

Fig. 9  Cluster 6 of microRNAs (miRNAs). A group of 48 miRNAs exhibited a sharp increase in their expression during the summer compared 
to the other seasons (A). Among this cluster, 19 miRNAs were differentially expressed (DE) in three different comparisons (B). Top 20 pathways 
associated with the DE-miRNAs target genes of this cluster (C). Experimental groups are represented as SAN (Spring Anovulatory), SOV (Spring 
Ovulatory), SUM (Summer), and FOV (Fall Ovulatory) seasons



Page 15 of 17Feugang et al. Journal of Animal Science and Biotechnology          (2024) 15:137 	

Abbreviations
BMPR1A	� Bone morphogenetic protein receptor type 1A
CPM	� Count per million
DE	� Differential expression
DNA	� Deoxyribonucleic acid
EV	� Extracellular vesicles
FF	� Follicular fluid
FOV	� Fall ovulatory
HRP	� Horseradish peroxidase
LH	� Luteinizing hormone
MI	� Metaphase I
MII	� Metaphase II
PCOS	� Polycystic ovary syndrome
RNA	� Ribonucleic acid
SAN	� Spring anovulatory
SMARCA5	� SWI/SNF-related matrix-associated actin-dependent regulator of 

chromatin A5
SOV	� Spring ovulatory
SUM	� Summer
TEM	� Transmission electron microscope
TGF-b	� Transforming growth factor-beta
Ubl	� Ubiquitin-like

Supplementary Information
The online version contains supplementary material available at https://​doi.​
org/​10.​1186/​s40104-​024-​01097-2.

Additional file 1. Detailed materials and methods.

Additional file 2. Expressed miRNAs in each seasonal group represented 
as the average CPM value.

Additional file 3. Total differentially expressed miRNAs.

Additional file 4. Principal component analysis: P1/P2.

Acknowledgements
The authors acknowledge the University of Colorado, Boulder EM Services 
Core Facility in the MCDB Department for their help and support with TEM 
imaging. Ms. Melinda Meyers from the Department of Clinical Sciences at 
Colorado State University performed nanoparticle tracking analysis.

Authors’ contributions
Conceptualization: JMF, ELG, and DT. Experimental work: JMF, AG, NGM, GMI, 
SG, MOG, and ELG. Data analysis: JMF, AG, NGM, NHD, RP, and GMI. Interpre-
tation of data: JMF, GMI, AG, NHD, and NGM. Writing of original draft: JMF, 
AG, NGM, and GMI. Manuscript editing: JMF, AG, NGM, GMI, SG, ELG, and 
DT. Supervision: JMF, ELG, and DT. Funding acquisition: ELG, JMF, and DT. All 
authors have read and agreed to the published version of this manuscript.

Funding
This research was supported in part by Southern Illinois University, Carbon-
dale, IL; Ministry of Higher Education & Scientific Research, Baghdad, Iraq; 
NIFA-USDA Hatch project accession #1016077 (Multistate # W4171); USDA-
ARS project 6066-31000-015-00D; and NIH MS-IDeA network of Biomedical 
Research Excellence award 5P20GMI03476-19. GMI received a PhD scholarship 
from the Ministry of Higher Education & Scientific Research, Baghdad, Iraq.

Availability of data and materials
The miRNA sequencing dataset generated during the current study, including 
the raw FASTQ files and processed CSV files, was deposited in the National 
Center for Biotechnology Information (NCBI) Gene Expression Omnibus (GEO) 
database (https://​www.​ncbi.​nlm.​nih.​gov/​geo/) for open-access using the 
accession number GSE249220. Experimental procedures related to EV experi-
ments have been submitted to the EV-TRACK knowledgebase (https://​evtra​
ck.​org/) (EVTRACK ID: EV231010). Additional data are included in Additional 
file 1 (Detailed materials and methods), Additional file 2 (Expressed miRNAs 
in each seasonal group represented as the average CPM value), Additional 
file 3 (Differentially expressed miRNAs in all comparisons), and Additional file 4 
(Principal component analysis: P1/P2).

Declarations

Ethics approval and consent to participate
All experimental procedures were performed in accordance with the United 
States Department of Agriculture Guide for Care and Use of Agricultural Ani-
mals in Research and were approved by the Institutional Animal Care and Use 
Committee (IACUC) of Southern Illinois University.

Consent for publication
Not applicable.

Competing interests
The authors declare that they have no competing interests.

Author details
1 Department of Animal and Dairy Sciences, Mississippi State University, 
Mississippi State, MS 39762, USA. 2 Animal Reproduction and Biotechnology 
Laboratory (ARBL), Department of Biomedical Sciences, College of Veterinary 
Medicine and Biomedical Sciences, Colorado State University, Fort Collins, 
CO 80523, USA. 3 Department of Animal Production, Faculty of Agriculture, 
Cairo University, Giza 12613, Egypt. 4 Department of Surgery and Obstetrics, 
College of Veterinary Medicine, University of Baghdad, Baghdad 10011, Iraq. 
5 Animal Science, School of Agricultural Sciences, Southern Illinois University, 
Carbondale, IL 62901, USA. 6 J.R. Simplot Company, Kuna, ID 83634, USA. 
7 Institute of Animal Physiology and Genetics, Czech Academy of Sciences, 
Liběchov 27721, Czech Republic. 

Received: 30 April 2024   Accepted: 27 August 2024

References
	 1.	 Donadeu F, Watson E. Seasonal changes in ovarian activity: lessons 

learnt from the horse. Anim Reprod Sci. 2007;100(3–4):225–42.
	 2.	 Donadeu F, Pedersen H. Follicle development in mares. Reprod Domest 

Anim. 2008;43:224–31.
	 3.	 Matsuda F, Inoue N, Manabe N, Ohkura S. Follicular growth and atresia 

in mammalian ovaries: regulation by survival and death of granulosa 
cells. J Reprod Dev. 2012;58(1):44–50.

	 4.	 De Rensis F, Scaramuzzi RJ. Heat stress and seasonal effects 
on reproduction in the dairy cow—a review. Theriogenology. 
2003;60(6):1139–51.

	 5.	 Habeeb AA, Osman SF, Teama FEI, Gad AE. The detrimental impact of 
high environmental temperature on physiological response, growth, 
milk production, and reproductive efficiency of ruminants. Trop Anim 
Health Prod. 2023;55(6):388.

	 6.	 Wolfenson D, Thatcher W, Badinga L, Savio J, Meidan R, Lew B, et al. 
Effect of heat stress on follicular development during the estrous cycle 
in lactating dairy cattle. Biol Reprod. 1995;52(5):1106–13.

	 7.	 Dobson H, Smith R. What is stress, and how does it affect reproduction? 
Anim Reprod Sci. 2000;60:743–52.

	 8.	 Roth Z. Heat stress, the follicle, and its enclosed oocyte: mechanisms 
and potential strategies to improve fertility in dairy cows. Reprod 
Domest Anim. 2008;43:238–44.

	 9.	 Wilson S, Marion R, Spain J, Spiers D, Keisler D, Lucy M. Effects of con-
trolled heat stress on ovarian function of dairy cattle. 1. Lactating cows. 
J Dairy Sci. 1998;81(8):2124–31.

	 10.	 Ju J-C, Jiang S, Tseng J-K, Parks JE, Yang X. Heat shock reduces devel-
opmental competence and alters spindle configuration of bovine 
oocytes. Theriogenology. 2005;64(8):1677–89.

	 11.	 Paes V, Vieira L, Correia H, Sa N, Moura A, Sales A, et al. Effect of heat 
stress on the survival and development of in vitro cultured bovine pre-
antral follicles and on in vitro maturation of cumulus–oocyte complex. 
Theriogenology. 2016;86(4):994–1003.

	 12.	 Ginther OJ. The mare: a 1000-pound guinea pig for study of the ovula-
tory follicular wave in women. Theriogenology. 2012;77(5):818–28.

	 13.	 Gastal E. Recent advances and new concepts on follicle and endocrine 
dynamics during the equine periovulatory period. Anim Reprod. 
2009;6(1):144–58.

https://doi.org/10.1186/s40104-024-01097-2
https://doi.org/10.1186/s40104-024-01097-2
https://www.ncbi.nlm.nih.gov/geo/
https://evtrack.org/
https://evtrack.org/


Page 16 of 17Feugang et al. Journal of Animal Science and Biotechnology          (2024) 15:137 

	 14.	 Ginther O, Beg MA, Bergfelt D, Donadeu F, Kot K. Follicle selection in 
monovular species. Biol Reprod. 2001;65(3):638–47.

	 15.	 Ginther O. Folliculogenesis during the transitional period and early 
ovulatory season in mares. J Reprod Fertil. 1990;90(1):311–20.

	 16.	 Ginther O. Reproductive biology of the mare: basic and applied aspects. 
J Equine Vet Sci. 1992;12(2):71.

	 17.	 Bergfelt D, Ginther O. Embryo loss following GnRH-induced ovulation in 
anovulatory mares. Theriogenology. 1992;38(1):33–43.

	 18.	 Nagy P, Guillaume D, Daels P. Seasonality in mares. Anim Reprod Sci. 
2000;60:245–62.

	 19.	 Ginther O, Gastal E, Gastal M, Beg M. Seasonal influence on equine fol-
licle dynamics. Anim Reprod. 2004;1(1):31–44.

	 20.	 Donadeu F, Schauer S. Differential miRNA expression between 
equine ovulatory and anovulatory follicles. Domest Anim Endocrinol. 
2013;45(3):122–5.

	 21.	 Acosta T, Beg MA, Ginther O. Aberrant blood flow area and plasma 
gonadotropin concentrations during the development of domi-
nant-sized transitional anovulatory follicles in mares. Biol Reprod. 
2004;71(2):637–42.

	 22.	 Ishak GM, Dutra GA, Gastal GD, Gastal MO, Feugang JM, Gastal EL. 
Transition to the ovulatory season in mares: an investigation of 
antral follicle receptor gene expression in vivo. Mol Reprod Dev. 
2019;86(12):1832–45.

	 23.	 Dutra G, Ishak G, Pechanova O, Pechan T, Peterson D, Jacob J, et al. 
Seasonal variation in equine follicular fluid proteome. Reprod Biol 
Endocrinol. 2019;17(1):29.

	 24.	 Ishak GM, Feugang JM, Pechanova O, Pechan T, Peterson DG, Willard ST, 
et al. Follicular-fluid proteomics during equine follicle development. 
Mol Reprod Dev. 2022;89(7):298–311.

	 25	 Gebremedhn S, Gad A, Ishak GM, Menjivar NG, Gastal MO, Feugang JM, 
et al. Dynamics of extracellular vesicle-coupled microRNAs in equine 
follicular fluid associated with follicle selection and ovulation. Mol Hum 
Reprod. 2023;29(4):gaad009.

	 26.	 Donadeu FX, Schauer SN, Sontakke SD. Involvement of miR-
NAs in ovarian follicular and luteal development. J Endocrinol. 
2012;215(3):323–34.

	 27.	 Li Y, Fang Y, Liu Y, Yang X. MicroRNAs in ovarian function and disorders. J 
Ovarian Res. 2015;8:51.

	 28.	 Martinez RM, Liang L, Racowsky C, Dioni L, Mansur A, Adir M, et al. Extra-
cellular microRNAs profile in human follicular fluid and IVF outcomes. 
Sci Rep. 2018;8:17036.

	 29.	 Dalanezi FM, Garcia HDM, de Andrade FR, Franchi FF, Fontes PK, de 
Souza Castilho AC, et al. Extracellular vesicles of follicular fluid from 
heat-stressed cows modify the gene expression of in vitro-matured 
oocytes. Anim Reprod Sci. 2019;205:94–104.

	 30.	 Gebremedhn S, Gad A, Aglan HS, Laurincik J, Prochazka R, Salilew-Won-
dim D, et al. Extracellular vesicles shuttle protective messages against 
heat stress in bovine granulosa cells. Sci Rep. 2020;10:15824.

	 31.	 Gad A, Joyce K, Menjivar NG, Heredia D, Rojas CS, Tesfaye D, et al. 
Extracellular vesicle-microRNAs mediated response of bovine ovaries to 
seasonal environmental changes. J Ovarian Res. 2023;16:101.

	 32.	 Di Pietro C. Exosome-mediated communication in the ovarian follicle. J 
Assist Reprod Genet. 2016;33:303–11.

	 33.	 Yuan C, Li Z, Zhao Y, Wang X, Chen L, Zhao Z, et al. Follicular fluid 
exosomes: Important modulator in proliferation and steroid synthesis 
of porcine granulosa cells. FASEB J. 2021;35(5):e21610.

	 34.	 Shao H, Im H, Castro CM, Breakefield X, Weissleder R, Lee H. New 
technologies for analysis of extracellular vesicles. Chem Rev. 
2018;118(4):1917–50.

	 35	 Yáñez-Mó M, Siljander PRM, Andreu Z, BedinaZavec A, Borràs FE, Buzas 
EI, et al. Biological properties of extracellular vesicles and their physi-
ological functions. J Extracell Vesicles. 2015;4(1):27066.

	 36.	 Gastal EL, Gastal MO, Bergfelt DR, Ginther OJ. Role of diameter differ-
ences among follicles in selection of a future dominant follicle in mares. 
Biol Reprod. 1997;57(6):1320–7.

	 37.	 Haag K, Magalhaes-Padilha D, Fonseca G, Wischral A, Gastal M, King 
S, et al. Quantification, morphology, and viability of equine preantral 
follicles obtained via the Biopsy Pick-Up method. Theriogenology. 
2013;79(4):599–609.

	 38.	 Ishak G, Bashir S, Dutra G, Gastal G, Gastal M, Cavinder C, et al. In vivo 
antral follicle wall biopsy: a new research technique to study ovarian 

function at the cellular and molecular levels. Reprod Biol Endocrinol. 
2018;16:71.

	 39.	 Menjivar NG, Gad A, Gebremedhn S, Ghosh S, Tesfaye D. Granulosa 
cell-derived extracellular vesicles mitigate the detrimental impact of 
thermal stress on bovine oocytes and embryos. Front Cell Dev Biol. 
2023;11:1142629.

	 40.	 Van Deun J, Mestdagh P, Agostinis P, Akay Ö, Anand S, Anckaert J, et al. 
EV-TRACK: transparent reporting and centralizing knowledge in extra-
cellular vesicle research. Nat Methods. 2017;14(3):228–32.

	 41.	 Robinson MD, Oshlack A. A scaling normalization method for differen-
tial expression analysis of RNA-seq data. Genome Biol. 2010;11(3):R25.

	 42.	 Benjamini Y, Hochberg Y. Controlling the false discovery rate: a practical 
and powerful approach to multiple testing. J Roy Stat Soc: Ser B (Meth-
odol). 1995;57(1):289–300.

	 43.	 Kumar L, Futschik M. Mfuzz: a software package for soft clustering of 
microarray data. Bioinformation. 2007;2(1):5–7.

	 44.	 Sticht C, De La Torre C, Parveen A, Gretz N. miRWalk: an online 
resource for prediction of microRNA binding sites. PLoS One. 
2018;13(10):e0206239.

	 45.	 Ogata H, Goto S, Sato K, Fujibuchi W, Bono H, Kanehisa M. KEGG: 
Kyoto Encyclopedia of Genes and Genomes. Nucleic Acids Res. 
1999;27(1):29–34.

	 46.	 Shannon P, Markiel A, Ozier O, Baliga NS, Wang JT, Ramage D, et al. 
Cytoscape: a software environment for integrated models of biomo-
lecular interaction networks. Genome Res. 2003;13(11):2498–504.

	 47.	 Théry C, Witwer KW, Aikawa E, Alcaraz MJ, Anderson JD, Andriantsito-
haina R, et al. Minimal information for studies of extracellular vesicles 
2018 (MISEV2018): a position statement of the International Society 
for Extracellular Vesicles and update of the MISEV2014 guidelines. J 
Extracell Vesicles. 2018;7(1):1535750.

	 48.	 Godakumara K, Dissanayake K, Hasan MM, Kodithuwakku SP, Fazeli A. 
Role of extracellular vesicles in intercellular communication during 
reproduction. Reprod Domest Anim. 2022;57:14–21.

	 49.	 Thomou T, Mori MA, Dreyfuss JM, Konishi M, Sakaguchi M, Wolfrum C, 
et al. Adipose-derived circulating miRNAs regulate gene expression in 
other tissues. Nature. 2017;542(7642):450–5.

	 50	 da Silveira JC, Veeramachaneni DNR, Winger QA, Carnevale EM, Bouma 
GJ. Cell-secreted vesicles in equine ovarian follicular fluid contain miR-
NAs and proteins: a possible new form of cell communication within 
the ovarian follicle. Biol Reprod. 2012;86(3):71.

	 51.	 Leung AK, Sharp PA. MicroRNA functions in stress responses. Mol Cell. 
2010;40(2):205–15.

	 52.	 Nehammer C, Podolska A, Mackowiak SD, Kagias K, Pocock R. Specific 
microRNAs regulate heat stress responses in Caenorhabditis elegans. Sci 
Rep. 2015;5:8866.

	 53.	 Li Q, Yang C, Du J, Zhang B, He Y, Hu Q, et al. Characterization of miRNA 
profiles in the mammary tissue of dairy cattle in response to heat stress. 
BMC Genomics. 2018;19:975.

	 54.	 Gebremedhn S, Ali A, Gad A, Prochazka R, Tesfaye D. Extracellular 
vesicles as mediators of environmental and metabolic stress coping 
mechanisms during mammalian follicular development. Front Vet Sci. 
2020;7:602043.

	 55.	 Inoue Y, Munakata Y, Shinozawa A, Kawahara-Miki R, Shirasuna K, Iwata 
H. Prediction of major microRNAs in follicular fluid regulating porcine 
oocyte development. J Assist Reprod Genet. 2020;37:2569–79.

	 56.	 Di R, He J, Song S, Tian D, Liu Q, Liang X, et al. Characterization and com-
parative profiling of ovarian microRNAs during ovine anestrus and the 
breeding season. BMC Genomics. 2014;15:899.

	 57.	 Zhai M, Xie Y, Liang H, Lei X, Zhao Z. Comparative profiling of dif-
ferentially expressed microRNAs in estrous ovaries of Kazakh sheep in 
different seasons. Gene. 2018;664:181–91.

	 58.	 Capra E, Lazzari B, Russo M, Kosior MA, Valle GD, Longobardi V, et al. 
Seasonal effects on miRNA and transcriptomic profile of oocytes and 
follicular cells in buffalo (Bubalus bubalis). Sci Rep. 2020;10:13557.

	 59.	 Li Y, Deng X, Zeng X, Peng X. The role of Mir-148a in cancer. J Cancer. 
2016;7(10):1233–41.

	 60.	 Nagata S, Inoue Y, Sato T, Tanaka K, Shinozawa A, Shirasuna K, et al. 
Age-associated changes in miRNA profile of bovine follicular fluid. 
Reproduction. 2022;164(5):195–206.

	 61.	 Wei C, Xiang S, Yu Y, Song J, Zheng M, Lian F. MiR-221-3p regulates 
apoptosis of ovarian granulosa cells via targeting FOXO1 in older 



Page 17 of 17Feugang et al. Journal of Animal Science and Biotechnology          (2024) 15:137 	

women with diminished ovarian reserve (DOR). Mol Reprod Dev. 
2021;88(4):251–60.

	 62.	 da Silveira JC, Winger QA, Bouma GJ, Carnevale EM. Effects of age on 
follicular fluid exosomal microRNAs and granulosa cell transforming 
growth factor-β signalling during follicle development in the mare. 
Reprod Fertil Dev. 2015;27(6):897–905.

	 63.	 Noferesti SS, Sohel MMH, Hoelker M, Salilew-Wondim D, Tholen E, Looft 
C, et al. Controlled ovarian hyperstimulation induced changes in the 
expression of circulatory miRNA in bovine follicular fluid and blood 
plasma. J Ovarian Res. 2015;8:81.

	 64.	 Hilker RE, Pan B, Zhan X, Li J. MicroRNA-21 enhances estradiol produc-
tion by inhibiting WT1 expression in granulosa cells. J Mol Endocrinol. 
2022;68(1):11–22.

	 65.	 Ding Q, Jin M, Kalds P, Meng C, Wang H, Zhong J, et al. Comparison of 
microRNA profiles in extracellular vesicles from small and large goat 
follicular fluid. Animals. 2021;11(11):3190.

	 66.	 Dai T, Kang X, Yang C, Mei S, Wei S, Guo X. Integrative analysis of miRNA-
mRNA in ovarian granulosa cells treated with kisspeptin in Tan sheep. 
Animals. 2022;12(21):2989.

	 67.	 Xie L, Li A, Huang W, Zhang X, Miao X. Identification and analysis of 
miRNAs at different developmental stages in Hu sheep ovaries. Acta Vet 
Zootech Sin. 2019;50(7):1396–404.

	 68.	 Zhang X, Chen Y, Yang M, Shang J, Xu Y, Zhang L, et al. MiR-21-5p 
actions at the Smad7 gene during pig ovarian granulosa cell apoptosis. 
Anim Reprod Sci. 2020;223:106645.

	 69.	 Xu G, Hu Y, Yu D, Chen X, Li X, Duan S, et al. Discovery of differentially 
expressed microRNAs in porcine ovaries with smaller and larger litter 
size. Front Genet. 2022;13:762124.

	 70.	 Zhang T, Huo S, Wei S, Cui S. miR-21, miR-125b, and let-7b contribute 
to the involution of atretic follicles and corpus lutea in Tibetan sheep 
ovaries. Anim Sci J. 2022;93(1):e13756.

	 71.	 Sohel MMH, Hoelker M, Noferesti SS, Salilew-Wondim D, Tholen E, Looft 
C, et al. Exosomal and non-exosomal transport of extra-cellular micro-
RNAs in follicular fluid: implications for bovine oocyte developmental 
competence. PLoS One. 2013;8(11):e78505.

	 72.	 Dehghan Z, Mohammadi-Yeganeh S, Rezaee D, Salehi M. MicroRNA-21 
is involved in oocyte maturation, blastocyst formation, and pre-implan-
tation embryo development. Dev Biol. 2021;480:69–77.

	 73.	 Gao R, Li Q, Qiu M, Xie S, Sun X, Huang T. Serum exosomal miR-192 
serves as a potential detective biomarker for early pregnancy screening 
in sows. Anim Biosci. 2023;36(9):1336.

	 74.	 Du X, Zhang L, Li X, Pan Z, Liu H, Li Q. TGF-β signaling controls FSHR 
signaling-reduced ovarian granulosa cell apoptosis through the 
SMAD4/miR-143 axis. Cell Death Dis. 2016;7(11):e2476–576.

	 75.	 Zhao Y, Pan S, Li Y, Wu X. Exosomal miR-143-3p derived from follicular 
fluid promotes granulosa cell apoptosis by targeting BMPR1A in poly-
cystic ovary syndrome. Sci Rep. 2022;12:4359.

	 76.	 Jarrett BY, Vanden Brink H, Oldfield AL, Lujan ME. Ultrasound characteri-
zation of disordered antral follicle development in women with poly-
cystic ovary syndrome. J Clin Endocrinol Metab. 2020;105(11):e3847–61.

	 77	 Lu S, Tang Y, Yao R, Xu R, Zhang H, Liu J, et al. E2/ER signaling mediates 
the meiotic arrest of goat intrafollicular oocytes induced by follicle-
stimulating hormone. J Anim Sci. 2023;101:skad351.

	 78.	 Liu W, Xin Q, Wang X, Wang S, Wang H, Zhang W, et al. Estrogen recep-
tors in granulosa cells govern meiotic resumption of pre-ovulatory 
oocytes in mammals. Cell Death Dis. 2017;8(3):e2662–762.

	 79.	 Zhang X, Zhang L, Shang J, Tao Q, Tian M, Ma Y, et al. Combined microR-
NAome and transcriptome analysis of follicular phase and luteal phase 
in porcine ovaries. Reprod Domest Anim. 2019;54(7):1018–25.

	 80.	 Andrei D, Nagy RA, van Montfoort A, Tietge U, Terpstra M, Kok K, et al. 
Differential miRNA expression profiles in cumulus and mural granulosa 
cells from human pre-ovulatory follicles. MicroRNA. 2019;8(1):61–7.

	 81.	 Martinez RM, Baccarelli AA, Liang L, Dioni L, Mansur A, Adir M, et al. 
Body mass index in relation to extracellular vesicle–linked microRNAs in 
human follicular fluid. Fertil Steril. 2019;112(2):387-96. e3.

	 82.	 Hu J, Dong J, Zeng Z, Wu J, Tan X, Tang T, et al. Using exosomal miRNAs 
extracted from porcine follicular fluid to investigate their role in oocyte 
development. BMC Vet Res. 2020;16:485.

	 83.	 Song P, Chen X, Zhang P, Zhou Y, Zhou R. miR-200b/MYBL2/CDK1 sup-
presses proliferation and induces senescence through cell cycle arrest 
in ovine granulosa cells. Theriogenology. 2023;207:19–30.

	 84.	 Yang J, Li X, Cao Y-H, Pokharel K, Hu X-J, Chen Z-H, et al. Comparative 
mRNA and miRNA expression in European mouflon (Ovis musimon) and 
sheep (Ovis aries) provides novel insights into the genetic mechanisms 
for female reproductive success. Heredity. 2019;122(2):172–86.

	 85.	 Tesfaye D, Gebremedhn S, Salilew-Wondim D, Hailay T, Hoelker M, 
Grosse-Brinkhaus C, et al. MicroRNAs: tiny molecules with a significant 
role in mammalian follicular and oocyte development. Reproduction. 
2018;155(3):R121–35.

	 86.	 Zhang D, Lv J, Tang R, Feng Y, Zhao Y, Fei X, et al. Association of exoso-
mal microRNAs in human ovarian follicular fluid with oocyte quality. 
Biochem Biophys Res Commun. 2021;534:468–73.

	 87.	 Machtinger R, Rodosthenous RS, Adir M, Mansour A, Racowsky C, 
Baccarelli AA, et al. Extracellular microRNAs in follicular fluid and their 
potential association with oocyte fertilization and embryo quality: an 
exploratory study. J Assist Reprod Genet. 2017;34:525–33.

	 88.	 Liu Y, Zhou Z, He X, Tao L, Jiang Y, Lan R, et al. Integrated analyses of 
miRNA-mRNA expression profiles of ovaries reveal the crucial interac-
tion networks that regulate the prolificacy of goats in the follicular 
phase. BMC Genomics. 2021;22:812.

	 89.	 Yang H, Liu X, Hu G, Xie Y, Lin S, Zhao Z, et al. Identification and analysis 
of microRNAs-mRNAs pairs associated with nutritional status in sea-
sonal sheep. Biochem Biophys Res Commun. 2018;499(2):321–7.

	 90.	 Eisenberg I, Nahmias N, Novoselsky Persky M, Greenfield C, Goldman-
Wohl D, Hurwitz A, et al. Elevated circulating micro-ribonucleic acid 
(miRNA)-200b and miRNA-429 levels in anovulatory women. Fertil 
Steril. 2017;107(1):269–75.

	 91	 Salas-Huetos A, James ER, Aston KI, Jenkins TG, Carrell DT, Yeste M. The 
expression of miRNAs in human ovaries, oocytes, extracellular vesicles, 
and early embryos: a systematic review. Cells. 2019;8(12):1564.

	 92.	 Lázár B, Szabadi NT, Anand M, Tóth R, Ecker A, Urbán M, et al. Effect of 
miR-302b microRNA inhibition on chicken primordial germ cell prolif-
eration and apoptosis rate. Genes. 2021;13(1):82.

	 93.	 Li X, Zhang W, Fu J, Xu Y, Gu R, Qu R, et al. MicroRNA-451 is downregu-
lated in the follicular fluid of women with endometriosis and influences 
mouse and human embryonic potential. Reprod Biol Endocrinol. 
2019;17:96.

	 94.	 Hasuwa H, Ueda J, Ikawa M, Okabe M. miR-200b and miR-429 func-
tion in mouse ovulation and are essential for female fertility. Science. 
2013;341(6141):71–3.

	 95.	 Sontakke SD, Mohammed BT, McNeilly AS, Donadeu FX. Characteri-
zation of microRNAs differentially expressed during bovine follicle 
development. Reproduction. 2014;148(3):271–83.

	 96.	 Assou S, Al-Edani T, Haouzi D, Philippe N, Lecellier C-H, Piquemal D, et al. 
MicroRNAs: new candidates for the regulation of the human cumulus–
oocyte complex. Hum Reprod. 2013;28(11):3038–49.

	 97.	 Bhushan L, Kandpal RP. EphB6 receptor modulates micro RNA profile of 
breast carcinoma cells. PLoS One. 2011;6(7):e22484.

	 98.	 Assou S, Cerecedo D, Tondeur S, Pantesco V, Hovatta O, Klein B, et al. 
A gene expression signature shared by human mature oocytes and 
embryonic stem cells. BMC Genomics. 2009;10:10.

	 99.	 Nagaraja AK, Creighton CJ, Yu Z, Zhu H, Gunaratne PH, Reid JG, et al. A 
link between mir-100 and FRAP1/mTOR in clear cell ovarian cancer. Mol 
Endocrinol. 2010;24(2):447–63.

	100.	 Kharazi U, Badalzadeh R. A review on the stem cell therapy and an 
introduction to exosomes as a new tool in reproductive medicine. 
Reprod Biol. 2020;20(4):447–59.

	101.	 Machtinger R, Laurent LC, Baccarelli AA. Extracellular vesicles: roles 
in gamete maturation, fertilization and embryo implantation. Hum 
Reprod Update. 2016;22(2):182–93.

	102.	 Wei L, Yang X, Gao L, Liang Z, Yu H, Zhang N, et al. Comparison of 
miRNA landscapes between the human oocytes with or without 
arrested development. J Assist Reprod Genet. 2022;39(10):2227–37.


	Seasonal influence on miRNA expression dynamics of extracellular vesicles in equine follicular fluid
	Abstract 
	Background 
	Results 
	Conclusions 

	Introduction
	Materials and methods
	Animals, transrectal ultrasonography and seasonal grouping
	Follicular-fluid sample collection
	Isolation of extracellular vesicles from follicular fluid
	Morphological and molecular characterization of FF-EVs
	Total RNA extraction, library preparation, and sequencing
	Small RNAseq data analysis
	Cluster analysis, target gene prediction, and ontological classification

	Results
	Seasonal alterations dynamically impact the intrafollicular secretion of EVs
	Sequencing and miRNA expression profiles
	Differential expression, target gene prediction, and bioinformatic analyses

	Discussion
	EV identification, total and abundant miRNA in equine follicular fluid across seasons
	Seasonal variations in FF-EV–coupled miRNAs
	Spring transition
	Summer ovulatory season, the peak of breeding
	Fall transition
	Comparing multiple seasons


	Conclusions
	Acknowledgements
	References


