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Abstract

Alcohol (ethanol, EtOH) consumption during pregnancy can result in fetal alcohol spectrum

disorders (FASDs), which are characterized by prenatal and postnatal growth restriction

and craniofacial dysmorphology. Recently, cell-derived extracellular vesicles, including exo-

somes and microvesicles containing several species of RNAs (exRNAs), have emerged as

a mechanism of cell-to-cell communication. However, EtOH’s effects on the biogenesis and

function of non-coding exRNAs during fetal development have not been explored. There-

fore, we studied the effects of maternal EtOH exposure on the composition of exosomal

RNAs in the amniotic fluid (AF) using rat fetal alcohol exposure (FAE) model. Through RNA-

Seq analysis we identified and verified AF exosomal miRNAs with differential expression

levels specifically associated with maternal EtOH exposure. Uptake of purified FAE AF exo-

somes by rBMSCs resulted in significant alteration of molecular markers associated with

osteogenic differentiation of rBMSCs. We also determined putative functional roles for AF

exosomal miRNAs (miR-199a-3p, miR-214-3p and let-7g) that are dysregulated by FAE in

osteogenic differentiation of rBMSCs. Our results demonstrate that FAE alters AF exosomal

miRNAs and that exosomal transfer of dysregulated miRNAs has significant molecular

effects on stem cell regulation and differentiation. Our results further suggest the usefulness

of assessing molecular alterations in AF exRNAs to study the mechanisms of FAE terato-

genesis that should be further investigated by using an in vivo model.
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Introduction

Alcohol (ethanol, EtOH) consumption is recognized as the leading preventable cause of birth

defects and intellectual diability [1]. High levels of alcohol consumption during pregnancy can

result in fetal alcohol spectrum disorders (FASDs), which are characterized by prenatal and

postnatal growth restriction, craniofacial dysmorphology and structural and functional abnor-

malities of the central nervous system [2]. While the developmental defects from alcohol abuse

during gestation have been described, the specific mechanisms by which alcohol mediates

these injuries have yet to be determined [3, 4]. This is an important question to address if we

are to identify affected children at an early age and intervene to prevent or mitigate the dam-

age. Better understanding of the pathophysiological mechanisms of EtOH-induced teratogene-

sis should be useful in the development of biomarkers for early detection and interventions to

prevent or mitigate EtOH’s teratogenic effects.

The importance of the orchestrated interplay between molecular regulators in stem cells

has been demonstrated in the maintenance of self-renewing pluripotency or the initiation of

differentiation. In addition to stem cell intrinsic factors, cellular communications with the

stem cell niche have been demonstrated to play an important role in stem cell maintenance

and development. Accumulating data have demonstrated that the beneficial effects of stem

cells are not restricted to their ability to differentiate into mature tissues but are also due to

their ability to release a multitude of molecules. Stem cells may release potent combinations of

factors that modulate the molecular composition of the cellular environment and evoke a mul-

titude of responses from neighboring cells. Stem cells are especially vulnerable to EtOH toxic-

ity through decreases in pluripotency, survival capacity, and/or altered differentiation [5]. We

recently described the molecular signatures of EtOH’s effects on pluripotency and differentia-

tion of human embryonic stem cells (hESCs), hESC-derived neuronal stem cells, as well as

adult dental pulp mesenchymal stem cells (MSCs) [6–8]. Studies also showed that EtOH expo-

sure alters the differentiation potential of amniotic fluid-derived stem cells [9] and reduces

neuronal stem cell numbers in developing and adult brains [10, 11].

Recently, cell-derived extracellular vesicles, including exosomes and microvesicles, have

emerged as a mechanism of cell-to-cell communication [12, 13]. Extracellular vesicles can con-

tain several species of RNAs (exRNAs), including mRNA, microRNA (miRNA) and long non-

coding RNA [14]. Exosomes are found in various body fluids including serum, urine, saliva,

and amniotic fluid [14–18]. Secreted exRNAs have been demonstrated to act as paracrine/

endocrine mediators, capable of modifying the phenotype of recipient cells with functional

consequences. Furthermore, regenerative roles of the stem cell-derived exosomes have been

demonstrated [19–22]. Thus, it is reasonable to hypothesize that the physiological status of

pregnancy and any pathological changes that might occur during pregnancy, such as those due

to maternal alcohol exposure, should be reflected in the exRNA profiles of maternal biofluids,

and may even be partially mediated by exRNA signals. Research on the mechanisms of exRNA

signaling in pregnancy may unveil the potential of exRNAs as biomarkers for prediction and

diagnosis of adverse pregnancy outcomes.

The effect of EtOH on exRNAs has not been extensively studied, but accumulating evidence

supports the likelihood of EtOH’s effects on the biogenesis and functions of exosomes and

associated exRNAs. It was shown that circulating miRNAs (localized in exosomes) are

increased in alcoholic liver disease [23]. Also, EtOH greatly increased the production of exo-

somes and had a significant effect on protein content in cardiomyocyte-derived exosomes

[24]. EtOH exposure significantly elevates levels of a subset of miRNAs in secreted extracellu-

lar vesicles in fetal neural stem cells [25]. Studies have shown that alcohol use during preg-

nancy resulted in alterations in serum miRNA in pregnant women [26, 27]. However, it is
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currently not known if EtOH has any effect on the biogenesis and bio-function of non-coding

exRNA during fetal development.

Amniotic fluid (AF) is initially made by the mother until the fetal kidneys start contributing

to the AF by urinating into it. The fetus also ingests AF, which passes through the digestive sys-

tem and into the kidneys, and back out again to the AF sac as urine. AF is a rich source of fetal

cell-free DNA and RNA [28, 29]. Composition of nucleic acids in AF has been demonstrated

to be distinct from those in maternal blood [29]. It primarily contains cell-free nucleic acids

from the fetus itself while circulating cell-free fetal nucleic acids are of trophoblast origin [29–

31]. They are relatively free of maternal nucleic acids, as maternal-fetal nucleic acid trafficking

is overwhelmingly unidirectional from fetus to mother [32].

Exosomal exRNA from human AF has been purified and characterized [16–18]. Human

AF contains about 30 ng/μl of RNA which contains a large number of detectable miRNA spe-

cies (359 miRNAs), but the composition of these miRNAs did not show substantial overlap

with the other maternal body fluids tested [33]. This may result from a filtering process by the

placenta that reduces the content exchange between amniotic fluid and other body fluids.

Another study showed that amniotic exRNA can be used to determine fetal sex [17]. These

findings qualify AF as a rich source of exRNA to monitor the physiological status of the fetus.

In our previous studies, we utilized an in vivo model of fetal alcohol exposure (FAE) to

address the behavioral and neurophysiological consequences of FAE [34] and an in vitro
model where we performed a genome-wide analysis of EtOH’s effects on the maintenance and

differentiation of human embryonic stem cells (hESCs) in culture [35]. The goals of the cur-

rent study were to define the effect of FAE on the biogenesis of amniotic exRNAs and how this

might affect stem cell maintenance and development. Defining the effect of FAE on amniotic

exRNA content may help with the development of biomarkers for early detection and inter-

ventions to prevent or mitigate EtOH’s teratogenic effects.

Materials and methods

EtOH treatment of pregnant rats and collection of amniotic fluid

To determine the effect of EtOH on the content of exRNA in the amniotic fluid, we used our

model of defined EtOH exposure. All experiments using animals were approved and per-

formed in accordance with the UCLA Institutional Animal Care and Use Committee, known

as the Chancellor’s Animal Research Committee (ARC) (ARC # 2008-131-21C). Animals

received daily consideration for their bodily comfort. They were treated kindly, properly fed

and their surroundings maintained in the best possible sanitary condition. This study had no

pain/distress to the mice since euthanasia was employed for harvesting of tissues only without

recovery surgery. We did not observe any mortality related to our experimental procedure.

Euthanasia on mice was carried out according to the current AVMA guidelines for the Eutha-

nasia of Animals.

In this model, timed pregnant Sprague Dawley rats (Envigo, Placentia, CA) were adminis-

tered 20% w/v of EtOH in water (0 or 2.5 g/kg, oral gavage) on days 5, 8, 10, 12 and 15 of preg-

nancy [34]. We collected amniotic fluid from pregnant Sprague Dawley dams as described

with modifications [36, 37]. The level of AF in rats is known to increase at day 10 and decrease

after day 18 [38]. Pregnant dams at E13, E16 or E19 of gestation were anesthetized with isoflur-

ane and euthanized by decapitation. Thus, the duration of FAE was 8, 11 or 14 days. The

uterus was exposed, and individual fetuses dissected from the uterus with embryonic mem-

branes intact. AF was collected by insertion of a 291/2-gauge needle directly into the amniotic

cavity, carefully avoiding puncture of vitelline or allantoic vessels. Pooled AF from all embryos
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(both male and female fetuses) from the same dam were stored at -20 ˚C. Individual embryos

were freed from the embryonic membranes and stored at -20 ˚C.

Exosome isolation and characterization

Exosomes were isolated by differential centrifugation as previously described [39]. AFs (0.5–

1.0 ml) were spun for 20 min at 300 × g to remove contaminating cells. The supernatant was

collected and centrifuged at 10,000 × g for 30 min to remove cellular debris and microvesicles.

Exosomes were pelleted using a Beckmann ultracentrifuge at 120,000 × g for >18 hrs as

described in our previous work [40]. The pellets were washed with PBS, pooled, and ultra-cen-

trifuged at 120,000 × g for>4 hrs. The final pellet was re-suspended in PBS. Purification of

exosomes was confirmed by electron microscopy and in addition, enrichment of exosomes

was determined by Western blot analysis of CD24, a known marker for exosomes in urine and

amniotic fluid [41], as well as CD9 and CD63 [42] content. The quantity of isolated exosomes

was determined by using ExoELISA kit for CD63 (SBI, Palo Alto, CA).

Western blot

After purification of protein samples according to the standard protocol, the concentration of

protein was determined BCA assay (Bio-Rad, Hercules, CA). SDS-PAGE gel electrophoresis

and blotting was performed and membranes were blocked in 3% milk in TBST and probed

with the following antibodies: anti-CD9 (1:3,000, #C12162, Assay Biotech, Fremont, CA), anti-

CD24 (1:3,000, sc-33669, Santa Cruz Biotech, Santa Cruz, CA), anti-CD63 (1:3,000, MX-49,

sc-5275, Santa Cruz Biotech, Santa Cruz, CA), anti-Calnexin (1:3,000, #ab22595, Abcam, Bur-

lingame, CA), and anti-β-actin (1:5,000, Sigma, St. Louis, MO) for overnight in 4˚C. Mem-

branes were then washed with TBST followed by incubation with horseradish peroxidase-

conjugated secondary antibody (1:3,000, #NA931V and #NA934V, GE Healthcare, Pittsburgh,

PA) for 1 h at room temperature. Membranes were developed with an enhanced chemilumi-

nescence (ECL) reagent (Amersham Biosciences, Little Chalfont, UK) and HyBlot CL films

(Denville Scientific Inc., Holliston, MA).

RNA isolation and next generation sequencing

AF exosomal RNA was isolated by using miRNeasy micro kit (Qiagen, Germantown, MD)

according to the manufacturer’s instructions. We have used the protocol for miRNA-enriched

fractions of<200 nt. The quality and quantity of RNA was determined by Bioanalyzer analysis

(Agilent, Santa Clara, CA). Small RNA library was constructed by using NEBNext Small RNA

Library Prep set for Illumina (New England Biolabs, Ipswich, MA). Briefly, exosomal RNA (20

ng each) was mixed with 1/15 amount of Spike-in RNA (Exiqon-Qiagen, Germantown, MD)

and used for library construction. The quality of amplified library was checked by Bioanalyzer

analysis and size selection was performed by gel electrophoresis. Again, the quality of purified

library was checked by Bioanalyzer and NGS was performed with Illumina HiSeq 3000 (single

read, 10 million reads in the depth of coverage and 1X50 read length). The resulting RNA-Seq

data has been deposited to Gene Expression Omnibus (GSE132437).

Bioinformatics analysis

Adapters and low-quality nucleotides were removed from raw fastq sequences using Cuta-

dapt (v.1.11). Adapter-free sequences were mapped to the Rat genome (rn5) using bowtie

[43] (v.1.1.2) using the parameters ‘-v 1 –k 100 –best–strata’. Mapped reads were annotated

to mature rat miRNA and piRNA. Rat miRNA annotations (rn5) were downloaded from
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miRBase [44] (v.21). Rat piRNA annotations (rn4) were downloaded from piRNABank, v.1

[45]. Liftover [46] of piRNA annotations from rn4 to rn5 was performed since rn5 annota-

tions were not available. Bowtie alignments were assigned to annotated small RNA species

by requiring the alignment start site to be between -3nt to +2nt positions near the annotated

start site and the alignment end site be between -2nt and +3nt of the annotated end site.

Multi-mapped reads are distributed 1/n, where n is the number of mapping locations.

DESeq2 [47] (version 1.14.1) was used to further normalize and determine differential

expression of miRNA and piRNA species between control and EtOH-treated groups for Day

16 and Day 19. Reads were aligned to the spike-in control sequences, allowing no mis-

matches. The number of reads mapped to each miRNA was normalized with the spike-in

controls and the total number of mapped reads in each library. Spike-in normalized miRNA

species counts from each sample were normalized again using DESeq2’s scale factor. The

piRNAs were normalized with the miRNA species’ counts and miRNAs were removed for

differential expression analysis. Species found to be differentially expressed between the con-

trol and EtOH-treated groups (p-value < 0.05) were chosen for further experimental

validation.

qRT-PCR verification

Quantitative PCR analysis was done by preparing cDNA with QuantiMir kit (SBI, Palo Alto,

CA). This kit utilizes highly efficient poly-A tailing and reverse transcription in a single reac-

tion tube that provides uniform cDNA synthesis of miRNAs. The first-strand cDNAs with

anchor-tailed miRNAs were subjected to PCR analysis with specific mature miRNA primers

(primer sequences shown in S1 Table in S1 File) and the universal reverse primer (SBI, Palo

Alto, CA). qPCR was performed in 10 μl reaction containing miRNA primer: the universal

primer (2:1) in Roche 480. We used RNU1A housekeeping small RNA as a reference control

assay.

Culture of rat bone marrow stem cells and EtOH treatment

Primary culture (P2) of Sprague Dawley rat bone marrow mesenchymal stem cells were pur-

chased from Cyagen (Cat# RASMX-01001) (Santa Clara, CA) and cultured in α-minimal

essential medium (MEM) supplemented with 10% (v/v) fetal bovine serum (FBS), 100 μM L-

ascorbate-2-phosphate, 2 mM L-glutamine, 50 U/ml penicillin, 50 μg/ml streptomycin, and

50 μM β-mercaptoethanol. Cells were expanded and cells under P5 were used for experi-

ments. Osteogenic induction and EtOH treatment were done as described in our previous

work [48]. For EtOH treatment, cells were cultured in the complete culture medium contain-

ing EtOH diluted to a desired concentration for an indicated time period with a daily

medium change.

In vitro osteogenic differentiation

Cells were cultured in osteogenic medium containing 10 mM β-glycerophosphate (Sigma-

Aldrich), 100 μM L-ascorbic acid 2-phosphate (Wako), and 100 nM dexamethasone (Sigma)

for indicated time periods. For alkaline phosphatase staining, after 4 weeks of induction, cells

were fixed with 4% paraformaldehyde for 1 min at room temperature and incubated with a

solution of 0.25% naphthol AS-BI phosphate and 0.75% Fast Blue BB (Sigma-Aldrich, St Louis,

MO, USA) dissolved in 0.1 M Tris buffer (pH 9.3). For Alizarin Red staining to detect mineral-

ized nodule formation, cells were fixed cells for 30 min at room temperature and incubated

with 2% Alizarin Red (Sigma-Aldrich, St Louis, MO, USA).
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Exosome labeling and uptake

Exosomes were labeled with PKH26 (Sigma Aldrich, St. Louis, MO), according to the manu-

facturer’s protocol, with some modifications. Briefly, exosome pellets were re-suspended in 1

ml Diluent C. Separately, 1 ml Diluent C was mixed with 4 μl PKH26. The exosome suspen-

sion was mixed with the stain solution and incubated for 4 min. The labeling reaction was

stopped by adding an equal volume of 1% BSA. Labeled exosomes were ultra-centrifuged at

120,000 × g for 4 hrs, washed with PBS, and ultra-centrifuged again.

Electron microscopy

Electron microscopy on purified exosomes was done as described [49]. Briefly, isolated exo-

somes were loaded onto carbon-coated grids, fixed in 2% paraformaldehyde, and washed in

PBS. Resuspended pellets were deposited on Formvar-carbon coated EM grids and post-fixed

in 2.5% glutaraldehyde, washed three times, contrasted with 2% uranyl acetate, and then exam-

ined with a JEOL 100CX transmission electron microscope (JEOL USA, Inc. Peabody, MA).

Immunohistochemistry and light microscopy

Immunofluorescence analysis was done as we previously described [50, 51]. Cells were fixed in

100% methanol for 15 min at room temperature. For staining, samples were permeabilized for

15 min in freshly prepared PBS containing 0.25% Triton-X100, then blocked for 1h in 5% don-

key serum, 0.1% fish gelatin, 0.2% Tween-20 and PBS. Samples were then incubated in 37˚C

water bath for 1 h with 1 mg/ml of primary antibody diluted in blocking solution. Samples

were transferred to a 1:500 dilution of Goat anti-mouse IgG Rhodamine (Thermo Fisher Sci-

entific, Waltham, MA) or Goat anti-rabbit IgG Fluorescein in blocking solution and incubated

for in 37˚C water bath for 1 h. Cells were mounted on a glass slide with mounting medium

with DAPI (Vectashield, Burlingame, CA) and visualized with an inverted light microscope

(Olympus IX81 and CellSens Dimension software, Center Valley, PA).

Cloning of miRNA expression construct and transfection

DNA sequence for rno-miR-199a-3p and rno-miR-214-3p was retrieved from miRBase.

Primer sequences flanking mature miRNA sequence was designed by using Primer-Blast

(NCBI). Total genomic DNA was isolated from rBMSCs and PCR was done to amplify respec-

tive miRNA sequence. The resulting PCR product was cloned into pLKO.1 vector (Addgene,

Watertown, MA) and recombinant clones were selected by restriction digestion and further by

DNA sequencing analysis. Rat BMSCs were cultured on a 60 mm plate and transfected with

purified miRNA expressing construct using either PE-mediated transfection or using TransIT
transfection kit (Mirus, Madison, WI). After 1- or 2-day post-transfection, transfected cells

were used for further experiment.

Results

FAE model and isolation of exosomes from amniotic fluids

To examine the effects of FAE on exosomal RNAs, groups of timed pregnant rats were treated

with water or 20% EtOH in drinking water (2.5 g/kg by oral gavage) as described previously

[34]. Amniotic fluids (AF) from embryos were collected on embryonic days 13, 16 and 19 (Fig

1A). There are numerous FAE models used to study the detrimental effects of EtOH on

embryonic and postnatal development. Some involve generating EtOH-dependent rats and

their water controls. These may then be bred with either similarly EtOH-dependent males or

their water controls, with EtOH re-introduced daily for 4 hrs during pregnancy [52, 53]. This
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is an excellent model whose only drawback is the expense of maintaining a breeding colony of

EtOH-dependent rats. Other models, including one we recently used to examine FAE conse-

quences [34], involve EtOH administration to previously EtOH-naïve dams at various stages

of pregnancy.

We found that AF volumes from E13 embryos were not sufficient for analysis. Therefore,

we only used AFs from E16 and E19 embryos for the study. There are multiple ways of isolat-

ing exosomes, and a standard method has not been established for AF. Therefore, in pilot stud-

ies, we tested three different methods of exosome isolation: 1) differential centrifugation, 2)

Fig 1. Isolation and characterization of amniotic fluid exosomes from rat fetal alcohol exposure (FAE) model. (A) Rat FAE model

schematic. Timed pregnant rats were treated with water or 2.5 g/kg of 20% EtOH by oral gavage at E5, 8, 10, 12 and 15. Animals were

euthanized at E16 or E19 for embryo collection (n = 3 each). (B) Comparison of amniotic exosome and exosomal RNA isolation by

ultracentrifugation and two commercial kits (Total Exosome Isolation Reagent from Thermo Fisher and ExoQuick-TC from SBI). Cell

pellet (300 x g) fraction and RNA isolation by direct lysis of AF are included for comparison. Graphs shown at the bottom are

Bioanalyzer profiles of extracted exosomal RNA using a Nano kit. (C) Electron microscopic examination of amniotic exosomes

purified by ultracentrifugation and Total Exosome Isolation Reagent (Thermo Fisher) (bar = 100 nm). (D) Immunochemical

assessment of exosome purification by staining exosomal proteins with anti-Calnexin (endoplasmic marker), anti-Actin and exosomal

markers (anti-CD9, CD24 and CD63). The level of the markers in the cell pellet (300 x g) fraction and ultracentrifugation fraction

(UC) was compared.

https://doi.org/10.1371/journal.pone.0242276.g001
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Total Exosome Isolation Reagent from cell culture media (Thermo Fisher Scientific, Waltham,

MA), and 3) ExoQuick-TC (SBI, Palo Alto, CA). We found that the total RNA yields from

three different methods were comparable, but the ultra-centrifugation method resulted in the

highest yield (Fig 1B). We also compared the RNA profile on Bioanalyzer, with all three meth-

ods yielding similar results (Fig 1B). We have subsequently used the differential centrifugation

method for our study. Example of AF volume harvest from our FAE model is shown in S2

Table in S1 File. Purification of exosomes were analyzed and compared by electron micros-

copy (Fig 1C) and confirmed by Western blotting analysis of exosomal marker (CD24, CD9,

and CD63) expression. Endoplasmic calnexin and β-actin were used as controls (Fig 1D). Dif-

ferences in exosome isolation between ultracentrifugation and ExoQuick-TC have been exam-

ined (S1 Fig in S1 File).

RNA-seq analysis and verification

Total exosomal RNA was isolated by using miRNeasy kit (Qiagen) and subjected to the quality

control assay. Bioanalyzer Pico Chip analysis (Agilent, Santa Clara, CA) showed the presence

of abundant small RNAs (25–200 nt) in all AF samples (S2 Fig in S1 File). The library con-

struction was done by using NEBNext Small RNA Library Prep Set for Illumina with spike-In

reference RNA. Adapters and low-quality nucleotides were removed from raw fastq sequences.

Adapter-free sequences were mapped to the Rat genome (rn5) using bowtie (v.1.1.2) using the

command ‘-v 1 –k 100 –best–strata’ [43]. Average mapping rate was 40.92%, consisting of an

average of 7.41% uniquely mapped reads and 92.59% and multi-mapped reads. Mapped reads

were annotated to mature rat miRNA and piRNA. Rat miRNA annotations (rn5) were down-

loaded from miRBase [44]. Rat piRNA annotations (rn4) were downloaded from piRNABank

[45]. Liftover of piRNA annotations rn4 to rn5 was performed since rn5 annotations were

not available [46]. Bowtie alignments were annotated to miRNA and piRNA coordinates by

requiring the alignment start site to be between -3nt to +2nt positions near the annotated start

site and the alignment end site be between -2nt and +3nt of the annotated end site. Multi-

mapped reads are distributed 1/n, where n is the number of mapping locations. Overall, rat

amniotic datasets were significantly enriched with piRNA species compared to miRNA species

(paired t-test; p = 3.12e-06) (Fig 2A).

DEseq2 [47] was used to determine differential expression of miRNA and piRNA species

between control and EtOH treated groups for E16 and E19. Dendrogram was built to examine

correlation among miRNAs in samples depending on experiment (Exp1 and 2), collection

time points (E16 and E19) and treatment (control vs. EtOH). We found miRNA expression

was correlated with experiment, but was not significantly correlated with treatment (Fig 2B).

We also performed analysis separately for all AF miRNAs in E16 and E19 samples, but the

expression of miRNAs was significantly correlated with experiment, but not with treatment

(Fig 2C and 2D). DESeq2 differential expression analysis identified differentially expressed

miRNAs in E16 samples and in E19 samples (Fig 2E and 2F). Selected number of miRNAs are

shown with circle. We then focused on miRNAs showing significant changes upon EtOH

treatment (p< 0.05). We found the selected 6 miRNAs in E16 samples and 3 miRNAs in E19

samples differentially expressed with p< 0.05 showed significant correlation with treatment

(Fig 2G and 2H). This result shows significant experiment to experiment variations and batch

effects in FAE-induced AF miRNA alterations in RNA-Seq analysis. However, we were able to

identify a subset of miRNAs among them when we considered only miRNAs significantly

affected by FAE (p< 0.05).

To verify the FAE-induced changes in expression of AF exosomal miRNAs identified

from RNA-Seq analysis, we selected 12 miRNA candidates based on p values and fold
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changes and performed quantitative RT-PCR analysis on total RNA isolated from AF exo-

somes (Fig 3A–3C).

Overall, we observed statistically significant FAE-induced alterations of AF miRNAs

(p< 0.05) in seven out of twelve miRNA candidates tested. Fig 3D contains the summary

results of the small RNA species found to be differentially expressed (p< 0.05) by RNA-Seq

analysis and qRT-PCR verification. These data demonstrate maternal EtOH consumption in

our animal model of FAE induced significant alterations in AF exosomal miRNA signatures

that are considered to be fetal-origin.

Fig 2. Bioinformatics analysis of miRNA-Seq data on amniotic exosomal miRNAs. (A) Processed RNA-seq data was mapped and found piRNA

enriched in rat amniotic fluids compared to miRNA. Error bars represent 95% confidence interval. (B) Dendrogram was built to examine correlation

among miRNAs in samples depending on the experiment (Exp1 and 2), collection time points (E16 and E19) and treatment (control vs. EtOH).

Correlation among AF exosomal miRNAs for (C) E16 samples from Exp1 and 2 and (D) E19 samples from Exp1 and 2. (E) DESeq2 differential

expression analysis for E16 samples from Exp1 and 2. (F) DESeq2 differential expression analysis for E19 samples from Exp1 and 2. (G) Selected six

miRNAs with p< 0.05 differentially expressed in E16 samples from Exp1 and 2 are shown with circle. (H) Selected three miRNAs with p< 0.05

differentially expressed in E19 samples from Exp1 and 2 are shown with circle.

https://doi.org/10.1371/journal.pone.0242276.g002
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In addition, we have examined if the alterations in AF exosomal miRNAs induced by FAE

can be detected in developing fetal embryos. Instead of focusing on a specific tissue of the

embryo, we prepared total RNA from each embryo harvested at E16 and E19 (five embryos

from one control dam and five embryos from one FAE dam) where we collected AF samples.

We have determined and compared the levels of six selected miRNAs (rno-let-7g, 25-3p, 22-

3p, 199a, 206-3p and 214-3p) (Fig 4A).

The result showed significantly (p< 0.05) increased level of rno-let-7g, rno-25-3p, rno-22-

3p in embryo tissues from FAE group compared to control group while we found upregulated

miRNAs (let-7g, 25-3p, 199a-3p and 214-3p) and downregulated miRNAs (206-3p and 22-3p)

in FAE AF as shown in Fig 3. We have further determined effects of FAE on osteogenic marker

levels in developing embryos (Fig 4B) and found several osteogenic genes (Col1a1, Runx2 and

Bmp2) show significant downregulation in FAE group compared to control group (p< 0.05).

Effects of AF exosomes from FAE on osteogenic potency of rat bone

marrow stem cells

We have recently reported EtOH’s significant effects on genetic and epigenetic signatures in

human ESCs, hESC-derived neural stem cells and adult stem cells [6, 8, 35], and others showed

that EtOH altered the differentiation potential of AF-derived stem cells [9]. EtOH readily

crosses the placenta; consequently, peak fetal blood EtOH levels are similar to the mother [54].

Although EtOH clearance is increased in pregnancy [55], EtOH elimination capacity of the

fetus is low, particularly in the early stages of pregnancy [56], and EtOH remains trapped in

the AF leading to reabsorption by the fetus, thereby prolonging exposure time [55, 57]. Fur-

thermore, there is a constant ingestion and secretion of bioactive amniotic exosomes and

exRNA in AF by the fetus. We hypothesized that exRNAs present in AF may have effects on

stem cells and thus, FAE may have significant effects on exRNA-mediated stem cell regulation.

To test our hypothesis, we tentatively examined the uptake of purified AF exosomes by labeling

them with PKH26 and incubated the labeled AF exosomes with rat bone marrow stem cells

Fig 3. Verification of amniotic exosomal miRNA targets affected by FAE. Differential expression of amniotic exosomal miRNAs identified in FAE

by RNA-Seq analysis were verified by qRT-PCR analysis for (A) downregulated in FAE and (B and C) upregulated in FAE. Summary of comparison

between RNA-Seq and qRT-PCR analysis is shown in (D). The p value was determined by one-way ANOVA and the error bars represent the standard

error in triplicate samples.

https://doi.org/10.1371/journal.pone.0242276.g003
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(rBMSCs). Labeled AF exosomes were taken up by rBMSCs and localized mostly in the cyto-

plasm (Fig 5A).

To evaluate functional effects of FAE AF exosomes on osteogenic differentiation, we incu-

bated rBMSCs with purified AF exosomes from control and FAE group under osteogenic

induction for 4 weeks. Its effect on osteogenic differentiation was compared with cells treated

with EtOH (20 mM) by alkaline phosphatase staining and also the level of mineral deposit by

alizarin red staining (Fig 5B). The result showed noticeable reduction in AP activity and ARS

staining in cells treated with EtOH and similarly in cells treated with exosomes from FAE

group compared to the control group.

Fig 4. Effects of FAE on miRNAs and osteomarker expression in fetal embryo tissues. Whole rat fetal embryos at E16 from FAE model were used for

total RNA isolation and (A) the levels of selected miRNAs and (B) osteogenic markers were determined by qRT-PCR analysis. The results of ΔCt values

were compared between control group (n = 5) and EtOH group (n = 5). The p value was determined by one-way ANOVA and the error bar represents

the standard error.

https://doi.org/10.1371/journal.pone.0242276.g004
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Next, to evaluate possible functional effects of FAE AF exosomes on stem cell regulation

we first incubated rBMSCs with EtOH (20 mM) for 24 hrs to compare with the effects of

purified FAE AF exosome incubation on osteogenic differentiation of rBMSCs. EtOH treat-

ment of rBMSCs for 24 hrs resulted in reduced activation of some molecular markers, signifi-

cantly Col1a1, Spp1 and Alp, during osteogenic differentiation (Fig 5C). We next tested if

FAE AF exosomes could recapitulate the suppressive effect of EtOH on osteogenic differenti-

ation of rBMSCs by incubating them with purified AF exosomes from either control (Exo
control) or EtOH-exposed (Exo EtOH) animals. When exosomes from control group (Exo
control) were added to rBMSCs under osteogenic differentiation, we found significant induc-

tion of Bmp2 and Ocn (Fig 5D). However, when AF exosomes from FAE group (Exo EtOH)

were added to rBMSCs undergoing osteogenic differentiation, we observed significant sup-

pression of most osteogenic markers compared to controls (Exo control) (Fig 5D). These data

demonstrate that molecular effects of FAE can be transferred into neighboring microenvi-

ronment via exosomal delivery. We have also examined the level of osteopontin, one of oste-

ogenic marker protein, by Western analysis. The result showed the reduction of osteopontin

protein with EtOH treatment and also after treatment with AF exosomes from EtOH-

exposed (Exo EtOH) animals compared to treatment with AF exosomes from control group

(Exo Cont) (S4 Fig in S1 File).

Fig 5. Uptake and functional effects of FAE amniotic exosomes on osteogenic potency of rat bone marrow stem cells. (A) After

a 24 hr incubation period, PKH26-labeled exosomes were detected in the cytoplasm of β-Actin- and DAPI-labeled rBMSCs. Scale

bar = 10 μm. Exosomes from amniotic fluids (control and FAE group) were purified, labeled with PKH26, and incubated with

rBMSCs. After 24 hr incubation, cells were extensively washed and stained with anti-β-Actin antibody for cytoskeleton and DAPI for

nucleus. Images were obtained with Olympus IX81 fluorescence microscope at 60× magnification. (B) Cells were induced for

osteogenic differentiation in the absence or presence of 20 mM EtOH (alternating treatment by two-day treatment and two-day

withdrawal) or exosome treatment every third day. After 4 weeks of osteogenic induction with 20 mM EtOH, exosome from control

(+Exo Cont) or exosome from FAE (+Exo EtOH) group, cells were stained for alkaline phosphatase or mineral deposit by Alizarin

Red staining. (C) Effects of EtOH (0 or 20 mM) 24-hr treatment on osteogenic potency of rBMSCs as determined by qRT-PCR

analysis. (D) The effects of exosomes from control group (Exo control) or FAE group (Exo EtOH) on 24-hr osteogenic induction

were determined. Relative fold changes in osteogenic markers from (+)Osteo-induction only, (+) Osteo-induction + Exo control and

(+) Osteo-induction + Exo EtOH are shown. The p value was determined by one-way ANOVA and the error bar represents the

standard error in triplicate samples.

https://doi.org/10.1371/journal.pone.0242276.g005
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Molecular function of AF miRNAs affected by FAE in osteogenic

differentiation of rBMSCs

We demonstrated that FAE alters AF exosomal miRNAs (Figs 2 and 3) and separately showed

that FAE exosomal transfer to rBMSCs had significant suppressive effects on osteogenic

potency (Fig 5). Therefore, we next tested if AF exosomal miRNAs altered by FAE have a direct

role in osteogenic differentiation of rBMSCs. Thus, we cloned three miRNA candidates (199a-

3p, 214-3p and let-7g) that were significantly upregulated in AF exosomes by FAE. Undifferen-

tiated rat BMSCs were transfected with a vector control- or miRNA-expressing construct and

we initially examined if overexpression of miRNA candidates had any effect on osteogenic

marker expression during differentiation of rBMSCs (Fig 6).

Fig 6. Effects of miRNAs upregulated in rat AF exosome by FAE on osteogenic differentiation of rat bone marrow

stem cells. Molecular effects of miR-199a-3p, miR-214-3p and let-7g on osteogenic differentiation of rBMSCs were

determined by transfection study to undifferentiated rBMSCs. Effects of (A) miR-199a-3p, (B) miR-214 and (C) let-7g

on osteogenic markers in the presence of osteo-induction (for 24 hrs) were examined. The p value (<0.05) was

determined by one-way ANOVA and the error bar represents the standard error in triplicate samples.

https://doi.org/10.1371/journal.pone.0242276.g006
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Overexpression of miR-199a-3p, miR-214 and let-7g in rBMSCs resulted in decreased levels

of osteogenic differentiation markers compared to the control (Fig 6). This result demon-

strated that the altered levels of these miRNAs due to cellular challenges such as EtOH expo-

sure could affect osteogenic differentiation in rBMSCs.

In summary, our findings demonstrate that (1) FAE induces alterations of miRNAs such as

miR-199-3p, miR-214-3p and let-7g, (2) these miRNAs are packaged in exosomes as extracel-

lular RNA and presented in amniotic fluids of embryos, and (3) these miRNAs have functional

roles in stem cell regulation, maintenance and differentiation.

Discussion

Alcohol abuse during pregnancy is known to cause abnormalities in developing embryos and

lead to fetal alcohol spectrum disorders (FASDs) [2]. However, the specific mechanisms by

which alcohol mediates these injuries have yet to be determined [3, 4]. During embryogenesis

there are significant intercellular communications between the mother and the developing

embryo. Amniotic fluid (AF) serves as an important medium in the trafficking of molecular

information between the mother and the fetus. It was also shown that amniotic fluid contains

secreted exosomes with extracellular RNA (exRNA) from both maternal and developing fetal

tissues [28, 29, 32]. Throughout the development, the AF is in direct contact with the fetus.

RNAs in the AF can be absorbed through non-keratinized fetal skin and gastrointestinal tract,

and thus, affect stem cell differentiation in the fetus. [58, 59]. Furthermore, alcohol was shown

to significantly affect exosomal protein and RNA content in adult tissues [23, 24]. Thus, mater-

nal alcohol consumption can significantly affect the microenvironment surrounding the devel-

oping embryo, including the biogenesis and the content of exosomal exRNA. In this study, we

have tested our hypothesis that maternal alcohol consumption during pregnancy in the animal

model of fetal alcohol exposure alters the biogenesis of amniotic exosomal RNA that may have

biofunction in stem cell development.

From RNA-Seq analysis, we have identified AF exosomal miRNAs that are potentially

affected by FAE. We have further verified the FAE-induced changes in the level of selected AF

exosomal miRNAs. The importance of epigenetic regulation including noncoding RNAs such

as miRNAs has been demonstrated in alcohol-induced pathogenesis. Studies have reported

that EtOH alters a variety of miRNAs that can control alcohol-induced pathologies or dysfunc-

tions in multiple organs. Furthermore, alterations of miRNA expression patterns in response

to developmental alcohol exposure have been reported. It has been suggested that miRNAs are

vulnerable to alcohol exposure and may contribute to the detrimental effects on fetal develop-

ment [60–62]. Potential fetal tissue origin of these AF miRNAs altered by FAE was demon-

strated by the coherent changes in miRNA level in total fetal embryo tissue (Fig 4A).

The results of our study can provide scientific underpinning for the known phenotypes

associated with FASD. For instance, prenatal EtOH exposure can cause short stature, decrease

in length of bones, lower level of skeletal maturity, and delay ossification [63], which can be

explained with the miRNA alterations that we found in the AF. MiRNAs 25-3p and 214-3p

both interfere with the BMP/SMAD signaling, which indirectly activates regulators of osteo-

blast differentiation such as RUNX2 [64]. MiRNA 25-3p binds to the 3’ Untranslated Region

(UTR) of SMAD5 mRNA, a regulator of the BMP/SMAD signaling, and silences it [65]. Simi-

larly, miRNA 214-3p binds to the 3’ UTR of BMP2, inhibiting its expression [66]. Both of these

miRNAs are regulated with long non-coding RNAs that are normally expressed in increasing

amounts during osteogenic differentiation [65]. Therefore, up-regulation of these miRNAs

observed in our results (Figs 3D and 4A) can inhibit osteogenic differentiation. In contrast,

EV-encapsulated miRNA-22-3p from BMSCs have been shown to promote osteogenic
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differentiation in neighboring BMSCs and increase matrix mineralization [67]. Hence, the up-

regulation of miRNAs 25-3p and 214-3p as well as down-regulation of miRNA 22-3p all can

lead to inhibition of osteogenic gene expression observed in Fig 5, prevent osteogenic differen-

tiation, and cause the osteogenic deficits observed in FAE.

Moreover, to further confirm this effect of alcohol on bone metabolism, we analyzed the

effect of FAE amniotic exosomes on expression of osteogenic markers. rBMSCs exposed to

exosomes derived from FAE AF exhibited a significant decrease in osteogenic potency com-

pared to the control group. This indicates that alcohol affects osteogenic differentiation

through altering exosomes, making miRNAs a very likely candidate for such effect. Previous

studies have reported an association between elevated miRNA 22-3p levels and increased

expression of RUNX2 and OCN [67]. Therefore, a decrease in miRNA 22-3p can lead to a

decrease in these osteogenic markers, which was also observed in our experiments (Fig 5D).

Furthermore, the results of this experiment are consistent with previous studies that found a

decrease in collagen type 1 gene expression and alkaline phosphatase activity following pres-

ence of alcohol on human mesenchymal bone marrow stem cells [68].

Defining the effect of maternal alcohol consumption on amniotic exRNA content may be

used to develop clinical tools to monitor the effects of alcohol on the pregnancy progress and

fetal development. More importantly the identification of exRNA species associated with

FASDs will be beneficial towards development of biomarkers for early detection and interven-

tions to prevent or mitigate EtOH’s teratogenic effects. Similar to previous studies [26, 27, 69,

70], our study supports the use of miRNAs as a non-invasive tool to diagnose teratogenic

effects of alcohol on the fetus. FASD is diagnosed through characteristic facial dysmorphol-

ogy, growth restriction, and neurodevelopmental abnormalities [71]. However, many of the

prenatally exposed infants do not necessarily exhibit these physical features early in life, mak-

ing diagnosis of FAE harder [69]. Moreover, early diagnosis of FASD and other alcohol-

related fetal disorders is important to prevent further damage and alleviate the defects that

arise later in the life. Contrary to the previous studies which researched effects of alcohol on

miRNAs in maternal plasma or circulation [26, 27, 69], we studied such effect in the AF and

found a change in a different set of miRNAs. This difference in the miRNA profile of the pre-

vious studies and this study is expected, as miRNAs are not just released from necrotic or

injured cells but also actively secreted and therefore, different body fluids have different

expression profiles of miRNAs [72]. One of the disadvantages of using the miRNAs in the cir-

culation is the fact that their origin is rather unclear [73]. Alcohol causes injury or inflamma-

tion in multiple organs of the body including the liver, brain, heart, and pancreas [73].

Moreover, blood cells are a major source for circulating miRNAs [74]. Therefore, increases in

circulatory miRNAs may be due to injury or necrosis of a secondary maternal tissue that does

not necessarily affect development, which decreases the specificity and accuracy of those miR-

NAs as a biomarker [73]. In contrast, the AF represents a pure fetal sample of the nucleic

acids [32]. The miRNA alterations found in this study can also be used in developing treat-

ments for FASD.

Further in vivo analysis will be required to confirm the effects of exosomal transfer of

EtOH’s effects on stem cell potency in utero. One meritorious future study will be to identify

potential molecular targets of AF exosomal miRNAs that are important in mediating the

effects of FAE in stem maintenance and differentiation. Future studies can speculate whether

returning miRNA activity in the AF to the normal levels using miRNA mimics and inhibitors

can mitigate or prevent the negative effects of alcohol on development. Similar uses of

miRNA mimics and inhibitors have also been suggested in stem cell-based therapy in adults

[70].

PLOS ONE Effects of fetal alcohol exposure on amniotic exosomal miRNA

PLOS ONE | https://doi.org/10.1371/journal.pone.0242276 November 16, 2020 15 / 20

https://doi.org/10.1371/journal.pone.0242276


Supporting information

S1 File.

(DOCX)

Acknowledgments

We are thankful to UCLA Technology Center for Genomics and Bioinformatics for NGS anal-

ysis and UCLA Electron Microscope Core at Semel Institute of Neuroscience.

Author Contributions

Conceptualization: Igor Spigelman, Yong Kim.

Data curation: Honey Tavanasefat, Feng Li, Sung Hee Lee, Ki-Hyuk Shin, Igor Spigelman,

Yong Kim.

Formal analysis: Honey Tavanasefat, Kikuye Koyano, Sung Hee Lee, Ki-Hyuk Shin, David T.

W. Wong, Xinshu Xiao, Igor Spigelman, Yong Kim.

Funding acquisition: Igor Spigelman, Yong Kim.

Investigation: Igor Spigelman, Yong Kim.

Methodology: Vincent Marty, Yatendra Mulpuri, Xinshu Xiao, Yong Kim.

Project administration: Yong Kim.

Supervision: Yong Kim.

Validation: Igor Spigelman, Yong Kim.

Visualization: Kikuye Koyano, Yong Kim.

Writing – original draft: Kikuye Koyano, Bahar Khalilian Gourtani, Igor Spigelman, Yong

Kim.

Writing – review & editing: Bahar Khalilian Gourtani, Igor Spigelman, Yong Kim.

References

1. Riley EP, Infante MA, Warren KR. Fetal alcohol spectrum disorders: an overview. Neuropsychol Rev.

2011; 21(2):73–80. Epub 2011/04/19. https://doi.org/10.1007/s11065-011-9166-x PMID: 21499711.

2. Hoyme HE, May PA, Kalberg WO, Kodituwakku P, Gossage JP, Trujillo PM, et al. A practical clinical

approach to diagnosis of fetal alcohol spectrum disorders: clarification of the 1996 institute of medicine

criteria. Pediatrics. 2005; 115(1):39–47. Epub 2005/01/05. https://doi.org/10.1542/peds.2004-0259

PMID: 15629980.

3. Haycock PC. Fetal alcohol spectrum disorders: the epigenetic perspective. Biology of reproduction.

2009; 81(4):607–17. Epub 2009/05/22. https://doi.org/10.1095/biolreprod.108.074690 PMID:

19458312.

4. Haycock PC, Ramsay M. Exposure of mouse embryos to ethanol during preimplantation development:

effect on DNA methylation in the h19 imprinting control region. Biology of reproduction. 2009; 81

(4):618–27. Epub 2009/03/13. https://doi.org/10.1095/biolreprod.108.074682 PMID: 19279321.

5. Armant DR, Saunders DE. Exposure of embryonic cells to alcohol: contrasting effects during preimplan-

tation and postimplantation development. Seminars in perinatology. 1996; 20(2):127–39. Epub 1996/

04/01. https://doi.org/10.1016/s0146-0005(96)80080-2 PMID: 8857698.

6. Khalid O, Kim JJ, Duan L, Hoang M, Elashoff D, Kim Y. Genome-wide transcriptomic alterations

induced by ethanol treatment in human dental pulp stem cells (DPSCs). Genom Data. 2014; 2:127–31.

Epub 2014/07/22. https://doi.org/10.1016/j.gdata.2014.06.011 PMID: 25045622.

PLOS ONE Effects of fetal alcohol exposure on amniotic exosomal miRNA

PLOS ONE | https://doi.org/10.1371/journal.pone.0242276 November 16, 2020 16 / 20

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0242276.s001
https://doi.org/10.1007/s11065-011-9166-x
http://www.ncbi.nlm.nih.gov/pubmed/21499711
https://doi.org/10.1542/peds.2004-0259
http://www.ncbi.nlm.nih.gov/pubmed/15629980
https://doi.org/10.1095/biolreprod.108.074690
http://www.ncbi.nlm.nih.gov/pubmed/19458312
https://doi.org/10.1095/biolreprod.108.074682
http://www.ncbi.nlm.nih.gov/pubmed/19279321
https://doi.org/10.1016/s0146-0005%2896%2980080-2
http://www.ncbi.nlm.nih.gov/pubmed/8857698
https://doi.org/10.1016/j.gdata.2014.06.011
http://www.ncbi.nlm.nih.gov/pubmed/25045622
https://doi.org/10.1371/journal.pone.0242276


7. Kim JJ, Khalid O, Duan L, Kim R, Elashoff D, Kim Y. Gene expression signatures affected by ethanol

and/or nicotine in normal human normal oral keratinocytes (NHOKs). Genom Data. 2014; 2:156–61.

Epub 2014/08/16. https://doi.org/10.1016/j.gdata.2014.06.021 PMID: 25126520.

8. Kim JJ, Duan L, Tu TG, Elie O, Kim Y, Mathiyakom N, et al. Molecular effect of ethanol during neural dif-

ferentiation of human embryonic stem cells. Genom Data. 2014; 2:139–43. Epub 2014/08/05. https://

doi.org/10.1016/j.gdata.2014.06.012 PMID: 25089259.

9. Hipp JA, Hipp JD, Atala A, Soker S. Ethanol alters the osteogenic differentiation of amniotic fluid-derived

stem cells. Alcohol Clin Exp Res. 2010; 34(10):1714–22. Epub 2010/07/09. PMID: 20608908.

10. Nixon K, Crews FT. Binge ethanol exposure decreases neurogenesis in adult rat hippocampus. J Neu-

rochem. 2002; 83(5):1087–93. Epub 2002/11/20. https://doi.org/10.1046/j.1471-4159.2002.01214.x

PMID: 12437579.

11. Herrera DG, Yague AG, Johnsen-Soriano S, Bosch-Morell F, Collado-Morente L, Muriach M, et al.

Selective impairment of hippocampal neurogenesis by chronic alcoholism: protective effects of an anti-

oxidant. Proc Natl Acad Sci U S A. 2003; 100(13):7919–24. Epub 2003/06/07. https://doi.org/10.1073/

pnas.1230907100 PMID: 12792022.

12. Mathivanan S, Ji H, Simpson RJ. Exosomes: extracellular organelles important in intercellular commu-

nication. J Proteomics. 2010; 73(10):1907–20. Epub 2010/07/06. https://doi.org/10.1016/j.jprot.2010.

06.006 PMID: 20601276.

13. Bobrie A, Colombo M, Raposo G, Thery C. Exosome secretion: molecular mechanisms and roles in

immune responses. Traffic. 2011; 12(12):1659–68. Epub 2011/06/08. https://doi.org/10.1111/j.1600-

0854.2011.01225.x PMID: 21645191.

14. Johnstone RM. Exosomes biological significance: A concise review. Blood Cells Mol Dis. 2006; 36

(2):315–21. Epub 2006/02/21. https://doi.org/10.1016/j.bcmd.2005.12.001 PMID: 16487731.

15. Palanisamy V, Sharma S, Deshpande A, Zhou H, Gimzewski J, Wong DT. Nanostructural and tran-

scriptomic analyses of human saliva derived exosomes. PLoS One. 2010; 5(1):e8577. Epub 2010/01/

07. https://doi.org/10.1371/journal.pone.0008577 PMID: 20052414.

16. Asea A, Jean-Pierre C, Kaur P, Rao P, Linhares IM, Skupski D, et al. Heat shock protein-containing

exosomes in mid-trimester amniotic fluids. J Reprod Immunol. 2008; 79(1):12–7. Epub 2008/08/22.

https://doi.org/10.1016/j.jri.2008.06.001 PMID: 18715652.

17. Keller S, Ridinger J, Rupp AK, Janssen JW, Altevogt P. Body fluid derived exosomes as a novel tem-

plate for clinical diagnostics. J Transl Med. 2011; 9:86. Epub 2011/06/10. https://doi.org/10.1186/1479-

5876-9-86 PMID: 21651777.

18. Raposo G, Stoorvogel W. Extracellular vesicles: exosomes, microvesicles, and friends. J Cell Biol.

2013; 200(4):373–83. Epub 2013/02/20. https://doi.org/10.1083/jcb.201211138 PMID: 23420871.

19. Biancone L, Bruno S, Deregibus MC, Tetta C, Camussi G. Therapeutic potential of mesenchymal stem

cell-derived microvesicles. Nephrol Dial Transplant. 2012; 27(8):3037–42. Epub 2012/08/02. https://

doi.org/10.1093/ndt/gfs168 PMID: 22851627.

20. Maguire G, Friedman P, McCarthy D, Friedman R, Maniotis A. Stem cell released molecules and exo-

somes in tissue engineering. 3rd International Conference on Tissue Engineering (Icte2013).

2013;59:270–8.

21. Tan CY, Lai RC, Wong W, Dan YY, Lim SK, Ho HK. Mesenchymal stem cell-derived exosomes promote

hepatic regeneration in drug-induced liver injury models. Stem Cell Res Ther. 2014; 5(3):76. Epub

2014/06/12. https://doi.org/10.1186/scrt465 PMID: 24915963.

22. Lindoso RS, Collino F, Bruno S, Araujo DS, Sant’Anna JF, Tetta C, et al. Extracellular vesicles released

from mesenchymal stromal cells modulate miRNA in renal tubular cells and inhibit ATP depletion injury.

Stem Cells Dev. 2014; 23(15):1809–19. Epub 2014/03/29. https://doi.org/10.1089/scd.2013.0618

PMID: 24669934.

23. Bala S, Petrasek J, Mundkur S, Catalano D, Levin I, Ward J, et al. Circulating microRNAs in exosomes

indicate hepatocyte injury and inflammation in alcoholic, drug-induced, and inflammatory liver diseases.

Hepatology. 2012; 56(5):1946–57. Epub 2012/06/12. PMID: 22684891.

24. Malik ZA, Kott KS, Poe AJ, Kuo T, Chen L, Ferrara KW, et al. Cardiac myocyte exosomes: stability,

HSP60, and proteomics. Am J Physiol Heart Circ Physiol. 2013; 304(7):H954–65. Epub 2013/02/05.

https://doi.org/10.1152/ajpheart.00835.2012 PMID: 23376832.

25. Tseng AM, Chung DD, Pinson MR, Salem NA, Eaves SE, Miranda RC. Ethanol Exposure Increases

miR-140 in Extracellular Vesicles: Implications for Fetal Neural Stem Cell Proliferation and Maturation.

Alcohol Clin Exp Res. 2019; 43(7):1414–26. Epub 2019/04/23. https://doi.org/10.1111/acer.14066

PMID: 31009095.

26. Gardiner AS, Gutierrez HL, Luo L, Davies S, Savage DD, Bakhireva LN, et al. Alcohol Use During

Pregnancy is Associated with Specific Alterations in MicroRNA Levels in Maternal Serum. Alcohol

PLOS ONE Effects of fetal alcohol exposure on amniotic exosomal miRNA

PLOS ONE | https://doi.org/10.1371/journal.pone.0242276 November 16, 2020 17 / 20

https://doi.org/10.1016/j.gdata.2014.06.021
http://www.ncbi.nlm.nih.gov/pubmed/25126520
https://doi.org/10.1016/j.gdata.2014.06.012
https://doi.org/10.1016/j.gdata.2014.06.012
http://www.ncbi.nlm.nih.gov/pubmed/25089259
http://www.ncbi.nlm.nih.gov/pubmed/20608908
https://doi.org/10.1046/j.1471-4159.2002.01214.x
http://www.ncbi.nlm.nih.gov/pubmed/12437579
https://doi.org/10.1073/pnas.1230907100
https://doi.org/10.1073/pnas.1230907100
http://www.ncbi.nlm.nih.gov/pubmed/12792022
https://doi.org/10.1016/j.jprot.2010.06.006
https://doi.org/10.1016/j.jprot.2010.06.006
http://www.ncbi.nlm.nih.gov/pubmed/20601276
https://doi.org/10.1111/j.1600-0854.2011.01225.x
https://doi.org/10.1111/j.1600-0854.2011.01225.x
http://www.ncbi.nlm.nih.gov/pubmed/21645191
https://doi.org/10.1016/j.bcmd.2005.12.001
http://www.ncbi.nlm.nih.gov/pubmed/16487731
https://doi.org/10.1371/journal.pone.0008577
http://www.ncbi.nlm.nih.gov/pubmed/20052414
https://doi.org/10.1016/j.jri.2008.06.001
http://www.ncbi.nlm.nih.gov/pubmed/18715652
https://doi.org/10.1186/1479-5876-9-86
https://doi.org/10.1186/1479-5876-9-86
http://www.ncbi.nlm.nih.gov/pubmed/21651777
https://doi.org/10.1083/jcb.201211138
http://www.ncbi.nlm.nih.gov/pubmed/23420871
https://doi.org/10.1093/ndt/gfs168
https://doi.org/10.1093/ndt/gfs168
http://www.ncbi.nlm.nih.gov/pubmed/22851627
https://doi.org/10.1186/scrt465
http://www.ncbi.nlm.nih.gov/pubmed/24915963
https://doi.org/10.1089/scd.2013.0618
http://www.ncbi.nlm.nih.gov/pubmed/24669934
http://www.ncbi.nlm.nih.gov/pubmed/22684891
https://doi.org/10.1152/ajpheart.00835.2012
http://www.ncbi.nlm.nih.gov/pubmed/23376832
https://doi.org/10.1111/acer.14066
http://www.ncbi.nlm.nih.gov/pubmed/31009095
https://doi.org/10.1371/journal.pone.0242276


Clin Exp Res. 2016; 40(4):826–37. Epub 2016/04/04. https://doi.org/10.1111/acer.13026 PMID:

27038596.

27. Balaraman S, Schafer JJ, Tseng AM, Wertelecki W, Yevtushok L, Zymak-Zakutnya N, et al. Plasma

miRNA Profiles in Pregnant Women Predict Infant Outcomes following Prenatal Alcohol Exposure.

PLoS One. 2016; 11(11):e0165081. Epub 2016/11/10. https://doi.org/10.1371/journal.pone.0165081

PMID: 27828986.

28. Hui L, Bianchi DW. Prenatal pharmacotherapy for fetal anomalies: a 2011 update. Prenat Diagn. 2011;

31(7):735–43. Epub 2011/06/04. https://doi.org/10.1002/pd.2777 PMID: 21638296.

29. Hui L, Bianchi DW. Cell-free fetal nucleic acids in amniotic fluid. Hum Reprod Update. 2011; 17(3):362–

71. Epub 2010/10/07. https://doi.org/10.1093/humupd/dmq049 PMID: 20923874.

30. Orozco AF, Bischoff FZ, Horne C, Popek E, Simpson JL, Lewis DE. Hypoxia-induced membrane-

bound apoptotic DNA particles: potential mechanism of fetal DNA in maternal plasma. Ann N Y Acad

Sci. 2006; 1075:57–62. Epub 2006/11/17. https://doi.org/10.1196/annals.1368.007 PMID: 17108192.

31. Maron JL, Bianchi DW. Prenatal diagnosis using cell-free nucleic acids in maternal body fluids: a

decade of progress. Am J Med Genet C Semin Med Genet. 2007; 145C(1):5–17. Epub 2007/02/15.

https://doi.org/10.1002/ajmg.c.30115 PMID: 17299735.

32. Sekizawa A, Yokokawa K, Sugito Y, Iwasaki M, Yukimoto Y, Ichizuka K, et al. Evaluation of bidirectional

transfer of plasma DNA through placenta. Hum Genet. 2003; 113(4):307–10. Epub 2003/07/29. https://

doi.org/10.1007/s00439-003-0987-4 PMID: 12884005.

33. Weber JA, Baxter DH, Zhang S, Huang DY, Huang KH, Lee MJ, et al. The microRNA spectrum in 12

body fluids. Clin Chem. 2010; 56(11):1733–41. Epub 2010/09/18. https://doi.org/10.1373/clinchem.

2010.147405 PMID: 20847327.

34. Liang J, Shen Y, Shao XM, Scott MB, Ly E, Wong S, et al. Dihydromyricetin prevents fetal alcohol expo-

sure-induced behavioral and physiological deficits: the roles of GABAA receptors in adolescence. Neu-

rochem Res. 2014; 39(6):1147–61. Epub 2014/03/29. https://doi.org/10.1007/s11064-014-1291-5

PMID: 24676702.

35. Khalid O, Kim JJ, Kim HS, Hoang M, Tu TG, Elie O, et al. Gene expression signatures affected by alco-

hol-induced DNA methylomic deregulation in human embryonic stem cells. Stem Cell Res. 2014; 12

(3):791–806. Epub 2014/04/23. https://doi.org/10.1016/j.scr.2014.03.009 PMID: 24751885.

36. Renfree MB, Hensleigh HC, McLaren A. Developmental changes in the composition and amount of

mouse fetal fluids. J Embryol Exp Morphol. 1975; 33(2):435–46. Epub 1975/04/01. PMID: 51898.

37. Shepard TH, Tanimura T, Park HW. Glucose absorption and utilization by rat embryos. Int J Dev Biol.

1997; 41(2):307–14. Epub 1997/04/01. PMID: 9184339.

38. Park HW, Shepard TH. Volume and glucose concentration of rat amniotic fluid: effects on embryo nutri-

tion and axis rotation. Teratology. 1994; 49(6):465–9. Epub 1994/06/01. https://doi.org/10.1002/tera.

1420490606 PMID: 7747267.

39. Raposo G, Nijman HW, Stoorvogel W, Liejendekker R, Harding CV, Melief CJ, et al. B lymphocytes

secrete antigen-presenting vesicles. J Exp Med. 1996; 183(3):1161–72. Epub 1996/03/01. https://doi.

org/10.1084/jem.183.3.1161 PMID: 8642258.

40. Lau C, Kim Y, Chia D, Spielmann N, Eibl G, Elashoff D, et al. Role of pancreatic cancer-derived exo-

somes in salivary biomarker development. J Biol Chem. 2013; 288(37):26888–97. Epub 2013/07/25.

https://doi.org/10.1074/jbc.M113.452458 PMID: 23880764.

41. Keller S, Rupp C, Stoeck A, Runz S, Fogel M, Lugert S, et al. CD24 is a marker of exosomes secreted

into urine and amniotic fluid. Kidney Int. 2007; 72(9):1095–102. Epub 2007/08/19. https://doi.org/10.

1038/sj.ki.5002486 PMID: 17700640.

42. Lotvall J, Valadi H. Cell to cell signalling via exosomes through esRNA. Cell Adh Migr. 2007; 1(3):156–

8. Epub 2007/07/01. https://doi.org/10.4161/cam.1.3.5114 PMID: 19262134.

43. Langmead B, Trapnell C, Pop M, Salzberg SL. Ultrafast and memory-efficient alignment of short DNA

sequences to the human genome. Genome Biol. 2009; 10(3):R25. Epub 2009/03/06. https://doi.org/10.

1186/gb-2009-10-3-r25 PMID: 19261174.

44. Kozomara A, Griffiths-Jones S. miRBase: annotating high confidence microRNAs using deep sequenc-

ing data. Nucleic Acids Res. 2014; 42(Database issue):D68–73. Epub 2013/11/28. https://doi.org/10.

1093/nar/gkt1181 PMID: 24275495.

45. Sai Lakshmi S, Agrawal S. piRNABank: a web resource on classified and clustered Piwi-interacting

RNAs. Nucleic Acids Res. 2008; 36(Database issue):D173–7. Epub 2007/09/21. https://doi.org/10.

1093/nar/gkm696 PMID: 17881367.

46. Tyner C, Barber GP, Casper J, Clawson H, Diekhans M, Eisenhart C, et al. The UCSC Genome

Browser database: 2017 update. Nucleic Acids Res. 2017; 45(D1):D626–D34. Epub 2016/12/03.

https://doi.org/10.1093/nar/gkw1134 PMID: 27899642.

PLOS ONE Effects of fetal alcohol exposure on amniotic exosomal miRNA

PLOS ONE | https://doi.org/10.1371/journal.pone.0242276 November 16, 2020 18 / 20

https://doi.org/10.1111/acer.13026
http://www.ncbi.nlm.nih.gov/pubmed/27038596
https://doi.org/10.1371/journal.pone.0165081
http://www.ncbi.nlm.nih.gov/pubmed/27828986
https://doi.org/10.1002/pd.2777
http://www.ncbi.nlm.nih.gov/pubmed/21638296
https://doi.org/10.1093/humupd/dmq049
http://www.ncbi.nlm.nih.gov/pubmed/20923874
https://doi.org/10.1196/annals.1368.007
http://www.ncbi.nlm.nih.gov/pubmed/17108192
https://doi.org/10.1002/ajmg.c.30115
http://www.ncbi.nlm.nih.gov/pubmed/17299735
https://doi.org/10.1007/s00439-003-0987-4
https://doi.org/10.1007/s00439-003-0987-4
http://www.ncbi.nlm.nih.gov/pubmed/12884005
https://doi.org/10.1373/clinchem.2010.147405
https://doi.org/10.1373/clinchem.2010.147405
http://www.ncbi.nlm.nih.gov/pubmed/20847327
https://doi.org/10.1007/s11064-014-1291-5
http://www.ncbi.nlm.nih.gov/pubmed/24676702
https://doi.org/10.1016/j.scr.2014.03.009
http://www.ncbi.nlm.nih.gov/pubmed/24751885
http://www.ncbi.nlm.nih.gov/pubmed/51898
http://www.ncbi.nlm.nih.gov/pubmed/9184339
https://doi.org/10.1002/tera.1420490606
https://doi.org/10.1002/tera.1420490606
http://www.ncbi.nlm.nih.gov/pubmed/7747267
https://doi.org/10.1084/jem.183.3.1161
https://doi.org/10.1084/jem.183.3.1161
http://www.ncbi.nlm.nih.gov/pubmed/8642258
https://doi.org/10.1074/jbc.M113.452458
http://www.ncbi.nlm.nih.gov/pubmed/23880764
https://doi.org/10.1038/sj.ki.5002486
https://doi.org/10.1038/sj.ki.5002486
http://www.ncbi.nlm.nih.gov/pubmed/17700640
https://doi.org/10.4161/cam.1.3.5114
http://www.ncbi.nlm.nih.gov/pubmed/19262134
https://doi.org/10.1186/gb-2009-10-3-r25
https://doi.org/10.1186/gb-2009-10-3-r25
http://www.ncbi.nlm.nih.gov/pubmed/19261174
https://doi.org/10.1093/nar/gkt1181
https://doi.org/10.1093/nar/gkt1181
http://www.ncbi.nlm.nih.gov/pubmed/24275495
https://doi.org/10.1093/nar/gkm696
https://doi.org/10.1093/nar/gkm696
http://www.ncbi.nlm.nih.gov/pubmed/17881367
https://doi.org/10.1093/nar/gkw1134
http://www.ncbi.nlm.nih.gov/pubmed/27899642
https://doi.org/10.1371/journal.pone.0242276


47. Love MI, Huber W, Anders S. Moderated estimation of fold change and dispersion for RNA-seq data

with DESeq2. Genome Biol. 2014; 15(12):550. Epub 2014/12/18. https://doi.org/10.1186/s13059-014-

0550-8 PMID: 25516281.

48. Hoang M, Kim JJ, Kim Y, Tong E, Trammell B, Liu Y, et al. Alcohol-induced suppression of KDM6B dys-

regulates the mineralization potential in dental pulp stem cells. Stem Cell Res. 2016; 17(1):111–21.

Epub 2016/06/11. https://doi.org/10.1016/j.scr.2016.05.021 PMID: 27286573.

49. Thery C, Amigorena S, Raposo G, Clayton A. Isolation and characterization of exosomes from cell cul-

ture supernatants and biological fluids. Curr Protoc Cell Biol. 2006;Chapter 3:Unit 3 22. Epub 2008/01/

30. https://doi.org/10.1002/0471143030.cb0322s30 PMID: 18228490.

50. Kim JJ, Khalid O, Vo S, Sun HH, Wong DT, Kim Y. A novel regulatory factor recruits the nucleosome

remodeling complex to wingless integrated (Wnt) signaling gene promoters in mouse embryonic stem

cells. J Biol Chem. 2012; 287(49):41103–17. Epub 2012/10/18. https://doi.org/10.1074/jbc.M112.

416545 PMID: 23074223.

51. Kim YY, Roubal I, Lee YS, Kim JS, Hoang M, Mathiyakom N, et al. Alcohol-Induced Molecular Dysregu-

lation in Human Embryonic Stem Cell-Derived Neural Precursor Cells. PLoS One. 2016; 11(9):

e0163812. Epub 2016/09/30. https://doi.org/10.1371/journal.pone.0163812 PMID: 27682028.

52. Rosenberg MJ, Wolff CR, El-Emawy A, Staples MC, Perrone-Bizzozero NI, Savage DD. Effects of mod-

erate drinking during pregnancy on placental gene expression. Alcohol. 2010; 44(7–8):673–90. Epub

2010/01/08. https://doi.org/10.1016/j.alcohol.2009.10.002 PMID: 20053520.

53. Varaschin RK, Rosenberg MJ, Hamilton DA, Savage DD. Differential effects of the histamine h3 recep-

tor agonist methimepip on dentate granule cell excitability, paired-pulse plasticity and long-term potenti-

ation in prenatal alcohol-exposed rats. Alcohol Clin Exp Res. 2014; 38(7):1902–11. Epub 2014/05/14.

https://doi.org/10.1111/acer.12430 PMID: 24818819.

54. Thomas JD, Riley EP. Fetal alcohol syndrome: does alcohol withdrawal play a role? Alcohol Health Res

World. 1998; 22(1):47–53. Epub 2005/02/15. PMID: 15706733

55. Nava-Ocampo AA, Velazquez-Armenta Y, Brien JF, Koren G. Elimination kinetics of ethanol in preg-

nant women. Reprod Toxicol. 2004; 18(4):613–7. Epub 2004/05/12. https://doi.org/10.1016/j.reprotox.

2004.02.012 PMID: 15135856.

56. Pikkarainen PH. Metabolism of ethanol and acetaldehyde in perfused human fetal liver. Life Sci II.

1971; 10(23):1359–64. Epub 1971/12/08. https://doi.org/10.1016/0024-3205(71)90187-1 PMID:

5143888.

57. Brien JF, Loomis CW, Tranmer J, McGrath M. Disposition of ethanol in human maternal venous blood

and amniotic fluid. Am J Obstet Gynecol. 1983; 146(2):181–6. Epub 1983/05/15. https://doi.org/10.

1016/0002-9378(83)91050-5 PMID: 6846436.

58. Sun T, Li W, Li T, Ling S. microRNA Profiling of Amniotic Fluid: Evidence of Synergy of microRNAs in

Fetal Development. PLoS One. 2016; 11(5):e0153950. Epub 2016/05/12. https://doi.org/10.1371/

journal.pone.0153950 PMID: 27166676.

59. Floris I, Kraft JD, Altosaar I. Roles of MicroRNA across Prenatal and Postnatal Periods. Int J Mol Sci.

2016; 17(12). Epub 2016/12/06. https://doi.org/10.3390/ijms17121994 PMID: 27916805.

60. Balaraman S, Tingling JD, Tsai PC, Miranda RC. Dysregulation of microRNA expression and function

contributes to the etiology of fetal alcohol spectrum disorders. Alcohol Res. 2013; 35(1):18–24. Epub

2013/12/10. PMID: 24313161.

61. Pappalardo-Carter DL, Balaraman S, Sathyan P, Carter ES, Chen WJ, Miranda RC. Suppression and

epigenetic regulation of MiR-9 contributes to ethanol teratology: evidence from zebrafish and murine

fetal neural stem cell models. Alcohol Clin Exp Res. 2013; 37(10):1657–67. Epub 2013/06/27. https://

doi.org/10.1111/acer.12139 PMID: 23800254.

62. Tsai PC, Bake S, Balaraman S, Rawlings J, Holgate RR, Dubois D, et al. MiR-153 targets the nuclear

factor-1 family and protects against teratogenic effects of ethanol exposure in fetal neural stem cells.

Biol Open. 2014; 3(8):741–58. Epub 2014/07/27. https://doi.org/10.1242/bio.20147765 PMID:

25063196

63. Snow ME, Keiver K. Prenatal ethanol exposure disrupts the histological stages of fetal bone develop-

ment. Bone. 2007; 41(2):181–7. Epub 2007/05/29. https://doi.org/10.1016/j.bone.2007.04.182 PMID:

17532282.

64. Kokabu S, Katagiri T., Yoda T., Rosen V. Role of Smad phosphatases in BMP-Smad signaling axis-

induced osteoblast differentiation. Journal of Oral Biosciences. 2012; 54(2):73–8.

65. Cao L, Liu W, Zhong Y, Zhang Y, Gao D, He T, et al. Linc02349 promotes osteogenesis of human

umbilical cord-derived stem cells by acting as a competing endogenous RNA for miR-25-3p and miR-

33b-5p. Cell Prolif. 2020; 53(5):e12814. Epub 2020/04/30. https://doi.org/10.1111/cpr.12814 PMID:

32346990.

PLOS ONE Effects of fetal alcohol exposure on amniotic exosomal miRNA

PLOS ONE | https://doi.org/10.1371/journal.pone.0242276 November 16, 2020 19 / 20

https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1186/s13059-014-0550-8
http://www.ncbi.nlm.nih.gov/pubmed/25516281
https://doi.org/10.1016/j.scr.2016.05.021
http://www.ncbi.nlm.nih.gov/pubmed/27286573
https://doi.org/10.1002/0471143030.cb0322s30
http://www.ncbi.nlm.nih.gov/pubmed/18228490
https://doi.org/10.1074/jbc.M112.416545
https://doi.org/10.1074/jbc.M112.416545
http://www.ncbi.nlm.nih.gov/pubmed/23074223
https://doi.org/10.1371/journal.pone.0163812
http://www.ncbi.nlm.nih.gov/pubmed/27682028
https://doi.org/10.1016/j.alcohol.2009.10.002
http://www.ncbi.nlm.nih.gov/pubmed/20053520
https://doi.org/10.1111/acer.12430
http://www.ncbi.nlm.nih.gov/pubmed/24818819
http://www.ncbi.nlm.nih.gov/pubmed/15706733
https://doi.org/10.1016/j.reprotox.2004.02.012
https://doi.org/10.1016/j.reprotox.2004.02.012
http://www.ncbi.nlm.nih.gov/pubmed/15135856
https://doi.org/10.1016/0024-3205%2871%2990187-1
http://www.ncbi.nlm.nih.gov/pubmed/5143888
https://doi.org/10.1016/0002-9378%2883%2991050-5
https://doi.org/10.1016/0002-9378%2883%2991050-5
http://www.ncbi.nlm.nih.gov/pubmed/6846436
https://doi.org/10.1371/journal.pone.0153950
https://doi.org/10.1371/journal.pone.0153950
http://www.ncbi.nlm.nih.gov/pubmed/27166676
https://doi.org/10.3390/ijms17121994
http://www.ncbi.nlm.nih.gov/pubmed/27916805
http://www.ncbi.nlm.nih.gov/pubmed/24313161
https://doi.org/10.1111/acer.12139
https://doi.org/10.1111/acer.12139
http://www.ncbi.nlm.nih.gov/pubmed/23800254
https://doi.org/10.1242/bio.20147765
http://www.ncbi.nlm.nih.gov/pubmed/25063196
https://doi.org/10.1016/j.bone.2007.04.182
http://www.ncbi.nlm.nih.gov/pubmed/17532282
https://doi.org/10.1111/cpr.12814
http://www.ncbi.nlm.nih.gov/pubmed/32346990
https://doi.org/10.1371/journal.pone.0242276


66. Wang CG, Liao Z, Xiao H, Liu H, Hu YH, Liao QD, et al. LncRNA KCNQ1OT1 promoted BMP2 expres-

sion to regulate osteogenic differentiation by sponging miRNA-214. Exp Mol Pathol. 2019; 107:77–84.

Epub 2019/02/01. https://doi.org/10.1016/j.yexmp.2019.01.012 PMID: 30703347.

67. Zhang X, Wang Y, Zhao H, Han X, Zhao T, Qu P, et al. Extracellular vesicle-encapsulated miR-22-3p

from bone marrow mesenchymal stem cell promotes osteogenic differentiation via FTO inhibition. Stem

Cell Res Ther. 2020; 11(1):227. Epub 2020/06/12. https://doi.org/10.1186/s13287-020-01707-6 PMID:

32522250.

68. Gong Z, Wezeman FH. Inhibitory effect of alcohol on osteogenic differentiation in human bone marrow-

derived mesenchymal stem cells. Alcohol Clin Exp Res. 2004; 28(3):468–79. Epub 2004/04/16. https://

doi.org/10.1097/01.alc.0000118315.58404.c1 PMID: 15084905.

69. Balaraman S, Lunde ER, Sawant O, Cudd TA, Washburn SE, Miranda RC. Maternal and neonatal

plasma microRNA biomarkers for fetal alcohol exposure in an ovine model. Alcohol Clin Exp Res. 2014;

38(5):1390–400. Epub 2014/03/05. https://doi.org/10.1111/acer.12378 PMID: 24588274.

70. Hammond SM. An overview of microRNAs. Adv Drug Deliv Rev. 2015; 87:3–14. Epub 2015/05/17.

https://doi.org/10.1016/j.addr.2015.05.001 PMID: 25979468.

71. Sokol RJ, Delaney-Black V, Nordstrom B. Fetal alcohol spectrum disorder. JAMA. 2003; 290(22):2996–

9. Epub 2003/12/11. https://doi.org/10.1001/jama.290.22.2996 PMID: 14665662.

72. Zhu H, Fan GC. Extracellular/circulating microRNAs and their potential role in cardiovascular disease.

Am J Cardiovasc Dis. 2011; 1(2):138–49. Epub 2011/11/08. PMID: 22059153.

73. Natarajan SK, Pachunka JM, Mott JL. Role of microRNAs in Alcohol-Induced Multi-Organ Injury. Bio-

molecules. 2015; 5(4):3309–38. Epub 2015/11/28. https://doi.org/10.3390/biom5043309 PMID:

26610589.

74. Pritchard CC, Kroh E, Wood B, Arroyo JD, Dougherty KJ, Miyaji MM, et al. Blood cell origin of circulating

microRNAs: a cautionary note for cancer biomarker studies. Cancer Prev Res (Phila). 2012; 5(3):492–

7. Epub 2011/12/14. https://doi.org/10.1158/1940-6207.CAPR-11-0370 PMID: 22158052.

PLOS ONE Effects of fetal alcohol exposure on amniotic exosomal miRNA

PLOS ONE | https://doi.org/10.1371/journal.pone.0242276 November 16, 2020 20 / 20

https://doi.org/10.1016/j.yexmp.2019.01.012
http://www.ncbi.nlm.nih.gov/pubmed/30703347
https://doi.org/10.1186/s13287-020-01707-6
http://www.ncbi.nlm.nih.gov/pubmed/32522250
https://doi.org/10.1097/01.alc.0000118315.58404.c1
https://doi.org/10.1097/01.alc.0000118315.58404.c1
http://www.ncbi.nlm.nih.gov/pubmed/15084905
https://doi.org/10.1111/acer.12378
http://www.ncbi.nlm.nih.gov/pubmed/24588274
https://doi.org/10.1016/j.addr.2015.05.001
http://www.ncbi.nlm.nih.gov/pubmed/25979468
https://doi.org/10.1001/jama.290.22.2996
http://www.ncbi.nlm.nih.gov/pubmed/14665662
http://www.ncbi.nlm.nih.gov/pubmed/22059153
https://doi.org/10.3390/biom5043309
http://www.ncbi.nlm.nih.gov/pubmed/26610589
https://doi.org/10.1158/1940-6207.CAPR-11-0370
http://www.ncbi.nlm.nih.gov/pubmed/22158052
https://doi.org/10.1371/journal.pone.0242276

