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Abstract

Background

Early- to mid-gestational fetal mammalian skin wounds heal rapidly and without scarring.

Keratinocytes (KCs) have been found to exert important effects on the regulation of fibro-

blasts. There may be significant differences of gestational fetal KCs at different ages. The

advantages in early- to mid-gestational fetal KCs could lead to fetal scarless wound healing.

Methods

KCs from six human fetal skin samples were divided into two groups: a mid-gestation group

(less than 28 weeks of gestational age) and a late-gestation group (more than 28 weeks of

gestational age). RNA extracted from KCs was used to prepare a library of small RNAs for

next-generation sequencing (NGS). To uncover potential novel microRNA (miRNAs), the

mirTools 2.0 web server was used to identify candidate novel human miRNAs from the

NGS data. Other bioinformatical analyses were used to further validate the novel miRNAs.

The expression levels of the miRNAs were further confirmed by real-time quantitative RT-

PCR.

Results

A total of 61.59 million reads were mapped to 1,170 known human miRNAs in miRBase.

Among a total of 202 potential novel miRNAs uncovered, 106 candidates have a higher

probability of being novel human miRNAs. A total of 110 miRNAs, including 22 novel
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miRNA candidates, were significantly differently expressed between mid- and late-gesta-

tional fetal KCs. Thirty-three differentially expressed miRNAs and miR-34 family members

are correlated with the transforming growth factor-β (TGF-β) pathway.

Conclusions

Taken together, our results provide compelling evidence supporting the existence of 106

novel miRNAs and the dynamic expression of miRNAs that extensively targets the TGF-β

pathway at different gestational ages in fetal KCs. MiRNAs showing altered expression at

different gestational ages in fetal KCs may contribute to scarless wound healing in early- to

mid-gestational fetal KCs, and thus may be new targets for potential scar prevention and

reduction therapies.

Introduction
Scarless wound repair has been studied in numerous cases of fetal mammalian cutaneous
wound healing. Early- to mid-gestational fetal mammalian skin wounds heal rapidly and
without scarring and inflammation [1, 2, 3]. Late in gestation, fetal skin changes its response
to injury from regeneration to the adult response of fibrosis, which leads to scar formation.
In human skin, the transition occurs after approximately week 28 of gestation [1]. It is para-
mount to investigate the mechanism of scarless wound healing so as to translate it into clini-
cal practice for both the development and application of novel therapeutic strategies against
scar formation [4].

Regeneration may be the ideal way to restore tissue integrity and functional property upon
injury [4, 5]. Many lines of evidence suggest that fibroblasts (FBs) play major roles in fetal cuta-
neous regeneration. FBs from fetal and adult skin are different in many respects, such as the
ability to migrate, synthesis of collagen and hyaluronic acid [6–9], and the responses to inflam-
matory cytokine [10]. Altering the phenotype of FBs is the most studied approach for the con-
trolling scar formation.

Not only FBs but also keratinocytes (KCs) may play a role in fetal cutaneous regeneration.
KCs greatly affect the repairing process [11]. Re-epithelization stemming from KC prolifera-
tion is a crucial step for covering the denuded dermal surface during wound healing. Moreover,
KC migration into wound tissue essentially occurs prior to cell proliferation within a few hours
after wounding [12]. KCs have bi-directional interactions with FBs, particularly in wound heal-
ing [13], and have been shown to closely interact with FBs by regulating myofibroblast differ-
entiation and stimulating FBs to synthesize growth factors which in turn will stimulate KC
proliferation in a double paracrine manner [14]. There is also evidence showing that KC-FB in-
teractions greatly enhance fetal cell secretion and accelerate scratch closure, indicating that
fetal KCs may be a key player in scarless wound healing [15]. We hypothesize that there are sig-
nificant differences between early- to mid- and late-gestational fetal KCs. The characteristics of
late-gestational fetal KCs lead to scar formation.

MicroRNAs (MiRNAs) are a large family of highly conserved small non-coding RNAs that
can play important regulatory roles in animals and plants by regulating a vast number of pro-
tein-coding genes [16]. They trigger translational repression and/or mRNA degradation mostly
through binding complementarily to the 3'-untranslated regions (3'-UTR) of target mRNAs
[17–19]. However, few studies have investigated the role of miRNAs in scarless wound healing,
particularly in KCs. In this study, we investigate the differential expression of miRNAs between
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mid- and late-gestational fetal KCs to demonstrate the roles of miRNAs in KCs during the pro-
cess of scarless wound healing.

Materials and Methods

1. Fetal Skin Samples and Cells
KCs were obtained from six fetal skin samples. Full-thickness skin specimens from the lower
legs of miscarried fetuses were divided into two groups: a mid-gestation group (gestational age
22–23 weeks, two males and one female) and a late-gestation group (gestational age 33–36
weeks, two males and one female). This study was approved by the Ethics Committee of
Shengjing Hospital affiliated with China Medical University. Written informed consent was
obtained from all of the patients before their participation.

A primary culture of KCs was prepared as previously described [20–22]. Briefly, full-thick-
ness skin samples were incubated at 4°C overnight in Dispase II (Roche Applied Science, India-
napolis, IN, USA), and the dermal components were then removed through collagenase
digestion. After 0.25% trypsin digestion, cultures of the released primary KCs from the epider-
mis were initiated using tissue culture flasks coated with collagen (Becton Dickinson Labware,
Bedford, MA, USA) in Epilife growth medium (Invitrogen Ltd, Paisley, UK) supplemented
with 1% human KC growth supplement (Invitrogen Ltd).

2. Construction of CDNA Libraries from Small RNA and Next-generation
Sequencing (NGS)
The total RNA from the cells was extracted using the TRIzol reagent (Invitrogen, Carlsbad,
CA, USA) according to the manufacturer’s instructions. For cDNA libraries construction and
NGS, RNA samples were prepared using the Illumina TruSeq Small RNA Sample Preparation
Kit according to the manufacturer’s instructions. The libraries were qualified using the Agilent
2100 High-Sensitivity DNA kit and quantified using the KAPA SYBR FAST qPCR Kit.

Cluster generation and sequencing on a Genome Analyzer (GA) (Illumina) IIx platform
was performed following the manufacturer’s standard cBot and sequencing protocols. For mul-
tiplexing sequencing, 35 cycles of a single read were used to sequence the small RNAs. Image
analysis and base calling were performed using the Illumina instrument software.

3. Analysis of Sequence Data
After adapter sequences were removed, the reads were aligned to the human genome of
Ensembl using the Bowtie program [23] to filter out the reads in which the linker sequences
were either mutated or absent. The high-confidence trimmed reads were then aligned to
known miRNAs available in the miRBase (Release 18) in order to obtain sequences that either
matched or did not match known miRNAs [24]. We screened the unmatched reads against a
non-coding RNA database (Release 10) [25] to remove contamination from human non-cod-
ing RNAs, such as snRNAs, snoRNAs, rRNAs and tRNAs. Using the rest reads, the mirTools
2.0 web server [26] was used to identify novel miRNA candidates. For human miRNA predic-
tion, we chose miRDeep 2.0 [27, 28] to run the web server and then filter out the sequence
reads with a frequency of less than 10 counts. The pre-miRNA sequences were mapped to the
human genome (human Genome v19, UCSC Genome Browser) in order to identify reads with
perfect matches. The minimum free energies and the secondary structures of the potential pre-
cursors were assessed using the Vienna RNAfold web server (http://rna.tbi.univie.ac.at/). MiR-
NAs were considered to be conserved if at least 50% of the overall mature sequence was
identical and the seed sequence (nucleotides 2–8) matched perfectly [29]. Potential target
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genes of known miRNAs were predicted using miRanda (http://www.miRNA.org/miRNA/
home.do/). The gene 3’-UTRs were obtained from the Ensembl and miRanda databases. We
considered at least one part of the 3’UTR of target mRNAs and the whole seed sequences of
novel miRNA candidates were reverse-complemented perfectly with each other. The trans-
forming growth factor-β (TGF-β) pathway was obtained from KEGG (http://www.genome.jp/
kegg/). MiRNAs that showed significant correlation with the TGF-β pathway were considered
to target not less than two primary genes of the pathway.

4. Small RNA Preparation
The total RNA, inclusive of small RNAs, was extracted using the mir-Vana miRNA Isolation
Kit (Ambion, Austin, TX, USA) according to the manufacturer’s instructions. The concentra-
tion and purity of RNA were controlled by ultraviolet spectrophotometry (A260/A280>1.9)
using a Thermo Scientific Nanodrop 2000c Spectrophotometers (Thermo, Wilmington, Dela-
ware, USA). After the 3’-termini were polyadenylated by Escherichia coli poly(A) polymerase
(E-PAP) at 37°C for 45 min using the Poly(A) Tailing Kit (Ambion) following the manufactur-
er’s instructions, RNA was extracted with phenol-chloroform and precipitated with ethanol.

5. Real-time qRT-PCR
Real-time qRT-PCR was used to confirm the expression level of miRNAs. Reverse transcrip-
tion was performed using a Superscript III first-strand synthesis system from a RT-PCR kit
(Invitrogen), and real-time qRT-PCR was performed on a 7500 Real-Time PCR system (Ap-
plied Biosystems, Foster City, CA, USA) supplied with analytical software, using an Express
SYBR greener qPCR Supermix Universal Kit (Invitrogen) according to the manufacturer’s in-
structions. The PCR reactions used for the amplification of miRNAs were conducted at 95°C
for 30 s, followed by 45 cycles of 95°C for 5 s and 60°C for 34 s. The U6 mRNA level, as an en-
dogenous reference, was used for normalization. After the final cycle, a melting curve analysis
was conducted within the range of 55 to 95°C. The expression levels of miRNAs in late-gesta-
tional fetal KCs relative to mid-gestational fetal KCs were calculated using the equation 2–ΔΔCT

in which ΔCT = CT miRNA—CT U6 [30]. The value of the relative expression ratio less than
1.0 was considered as low expression in late-gestational fetal KCs relative to mid-gestational
fetal KCs, while the others were considered as high expression. The primers used for RT-PCR
are given in S1 Table.

6. Statistical Analysis
The relative expression of miRNAs detected by either NGS or qRT-PCR was submitted to anal-
ysis using Student’s t-test. P values less than 0.05 were considered statistically significant. The
statistically significant miRNAs whose expression changed by more than 2.0-fold in KCs at dif-
ferent gestational ages were considered to be significantly differentially expressed. The results
detected by qRT-PCR were tested through three separate experiments. The correlation of the
miRNA relative expression levels detected by NGS and qRT-PCR were analyzed by correlation
analysis. All of the statistical analyses were performed using the SPSS 16.0 computer software.

Results

1. CDNA Libraries Construction and NGS
To understand the potential contributions of miRNAs to fetal mammalian cutaneous scarless
wound healing, we prepared cDNA libraries from small RNA extracted from each KC sample
and examined the miRNA expression changes using NGS with Solexa technology. The raw
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data have been deposited in Gene Expression Omnibus (GEO) with accession number GSE
65342. Among the total of 99,354,224 raw reads that were detected from the six samples,
85,252,341 (85.81%) were high-quality reads (� 18nt). After alignment to the human genome
(GRCH38), the number of genome-aligned reads was 74,678,115 (87.60% of the high-quality
reads). The number of sequence reads that correspond to known miRNAs was 61,587,749
(82.47% of the genome-matching reads), as was determined by perfect sequence matching to
the database of known miRNAs (miRBase release 18) (S2 Table). After removing the matched
non-coding RNAs (Release 10), 8,755,258 reads remained for further analyses.

2. Identification of Novel miRNA Candidates
To uncover potentially novel miRNAs, the reads were analyzed using the mirTools 2.0 web
server, and the miRDeep 2.0 software was used to identify candidate novel human miRNAs
from the NGS data [26–28]. The results revealed the existence of 202 novel miRNA candidates
and 29 known miRNAs (S3 Table) that were not listed in miRBase release 18. Of the 202 poten-
tial novel miRNAs, 106 candidates were detected by at least 10 counts, by NGS, indicating that
they have a high probability of being novel human miRNAs (S4 Table).

Some of the novel miRNA candidates share seed sequences with known miRNAs in human
and other species (S4 Table). Ten candidates (seq-3625_x495, seq-14257_x71, seq-20706_x41,
seq-24049_x33, seq-24718_x32, seq-29564_x25, seq-35522_x19, seq-35714_x19, seq-
39128_x17, and seq-40419_x16) share seed sequences with known Homo sapiensmiRNAs
(hsa-miR-4731-5p, hsa-miR-4276, hsa-miR-4693-5p, hsa-miR-4329, hsa-miR-4764-5p, hsa-
miR-17-3p, hsa-miR-4633-5p, hsa-miR-3928, hsa-miR-4443, and hsa-miR-3128) respectively.
Eight of these (seq-14257_x71, seq-20706_x41, seq-24049_x33, seq-24718_x32, seq-
29564_x25, seq-35522_x19, seq-35714_x19, and seq-39128_x17) may become family members
with the corresponding known human miRNAs because they are conserved miRNAs (Fig 1a).
Interestingly, two novel miRNA candidates (seq-11782_x93 and seq-14465_x65) have the
same seed sequences as gga-miR-1799, and their sequences were highly similar to each other
(73.47% matched), but the alignment of the precursor sequence mapped to seq-11782_x93 in
chromosome 9 rather than chromosome 5, where seq-14465_x65 resides. Moreover, the ex-
pression of seq-11782_x93 in late-gestational fetal KCs relative to that in mid-gestational fetal
KCs was changed by 2.15-fold which was markedly higher than that found for seq-14465_x65
(0.26-fold). The mature sequence of one candidate novel miRNA, seq-18595_x48, was nearly
identical to that of mmu-miR-466a/b/e/p-5p, particularly that of mmu-miR-466p-5p (three
nucleotide differences; S4 Table and Fig 1a).

3. Validation of Novel miRNA Candidates
The secondary hairpin structures and minimum free energies of the potential precursors were
assessed using RNAfold, and the structures of the selected candidate novel miRNA precursors
are shown in Fig 1b. To validate the expression of miRNAs detected by NGS, we tested the ex-
pression of six novel miRNA candidates and four known miRNAs via qRT-PCR and confirmed
the expression of nine of them (Fig 2a). The correlation analysis showed that the miRNA ex-
pression detected by NGS exhibits good repeatability with that detected by qRT-PCR (Fig 2b).

We examined the genomic locations of novel miRNA candidates and known miRNAs that
were found to be significantly differentially expressed in KCs at different gestational ages to de-
termine whether that miRNAs found in particular genomic regions were potentially coexpressed
and thus potentially coregulated. Twelve miRNAs from six groups composed of two miRNA
each are located within close proximity (10kb) on chromosome 1, chromosome 11, chromosome
13, chromosome 16, chromosome 17 and chromosome 19 (Fig 2c). The expression of nearly all
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Fig 1. Novel miRNA candidates. (a) Sequence alignment of novel miRNA candidates with known miRNAs of other species. *: conserved nucleotide. bta:
Bos taurus. cfa: Canis familiaris. gga:Gallus gallus. hsa: Homo sapiens. mdo:Monodelphis domestica. mml:Macaca mulatta. mmu:Musmusculus. ptr: Pan
troglodytes. rno: Rattus norvegicus. xtr: Xenopus tropicalis. (b) Secondary structures of putative precursor hairpins corresponding to six novel miRNA
candidates identified in this study. One (seq-6713_x208) of these novel miRNAs were found to be up-regulated in late-gestational fetal KCs, whereas the
other five miRNAs were down-regulated (see also S7 Table).

doi:10.1371/journal.pone.0126087.g001
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Fig 2. (a) Comparison of qRT-PCR data with NGS data for the six novel miRNA candidates {shown in (Fig 1b)} and four knownmiRNAs (hsa-miR-99b-3p,
hsa-miR-190a, hsa-miR-3614-5p and hsa-miR-99a-3p). (b) Correlation analysis of the miRNA expression levels detected by NGS and qRT-PCR. The data
were transformed to log2 values of the relative expression levels in late-gestational fetal KCs. The qRT-PCR results were normalized to the U6 snRNA
expression levels. (c) Genomic locations of differentially expressed miRNAs and novel miRNA candidates found within 10 kb of each other. (d) Expression
changes of statistically significant miRNAs in late-gestational fetal KCs detected by NGS. The data were transformed to log2 values of the relative expression
levels in late-gestational fetal KCs.

doi:10.1371/journal.pone.0126087.g002
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of these was significantly lower in late-gestational fetal KCs with the exception of seq-13649_x76
(ratio< 0.5, but p value> 0.05), suggesting that they may be coexpressed as miRNA clusters. In-
terestingly, six miRNAs (miR-17, miR-18a, miR-19a, miR-20a, miR-19b-1 and miR-92a-1) were
found in close proximity to two novel miRNA candidates (seq-13078_x81 and seq-13649_x76)
on chromosomes 13, even within 1kb. However, no statistically significance difference was found
in the expression of the six miRNAs between mid- and late-gestational fetal KCs (S5 Table), indi-
cating that the regulatory mechanisms of these miRNAs were complicated.

4. Dynamic Expression of miRNAs in Fetal KCs
We checked for perfect matches to known human miRNAs. Overall, 1170 known miRNAs
were detected. To compare the expression levels of miRNAs between late- and mid-gestational
fetal KCs, the read number of miRNAs was normalized to the total number of high-quality
reads that were matched to the human genome (GRCH38) from each sample (12591141/
12266070/12065253/12074661/13021411/12659579). The statistical results were analyzed
using Student’s t-test. At different gestational ages, dynamic expression of miRNAs was ob-
served in fetal KCs (Fig 2d) because 173 known miRNAs and 23 novel miRNA candidates were
statistically significant (P values< 0.05, S6 and S7 Tables). The expression of 22 novel miRNA
candidates and 88 known miRNAs was demonstrated to be significantly different because their
relative expression was changed by more than 2.0-fold (known: 15 up-regulated and 73 down-
regulated; novel: two up-regulated and 20 down-regulated) (Fig 3).

5. Differentially Expressed miRNAs Target the TGF-β Pathway
To further understand the relationship between miRNAs and fetal mammalian cutaneous scar-
less wound healing, we predicted the miRNA functions related to the TGF-β pathway. The
downstream targets of the miRNAs that were significantly differentially expressed were further
analyzed. MiRanda (http://www.miRNA.org/miRNA/home.do/) was used to predict the poten-
tial target genes of known miRNAs. We considered genes as potential targets of novel miRNA
candidates if at least one part of their 3’UTR gene regions was reverse-complemented perfectly
with the whole seed sequences of novel miRNA candidates. MiRNAs showed significant corre-
lations with the TGF-β pathway if they targeted not less than two primary genes of the path-
way. Under these conditions, we found that 33 miRNAs exhibit significant correlations with
the TGF-β pathway (Fig 4a). Eighteen were known miRNAs (three up-regulated and 15 down-
regulated), and the other 15 (68.18% of total novel miRNA candidates which were significantly
differentially expressed) were novel miRNA candidates (two up-regulated and 13 down-
regulated).

Among all of the TGF-β pathway-related miRNAs, five known miRNAs (miR-3180-3p,
miR-34b-5p, miR-877-3p, miR-936, and miR-940) and 10 novel miRNA candidates (seq-
915_x4024, seq-5118_x304, seq-6713_x208, seq-14465_x69, seq-18595_x48, seq-19788_x44,
seq-38785_x17, seq-38875_x17, seq-48658_x13, and seq-52107_x11) target pathway members
that positively regulate the pathway. These miRNAs appear to be suppressors that play critical
roles in the regulation of the TGF-β pathway. The novel miRNA candidate seq-915_x4024 has
the maximum number of targets, including SAR1A, SMAD2, SMAD3, SMAD4, TGF-β2 and
TGF-β3. The total count of seq-915_x4024 (4024) was also the highest among all of the novel
miRNA candidates. The differentially expressed miRNAs may play in a regulatory mechanism
that is potentially upstream of the TGF-β pathway, and the roles of the novel miRNA candi-
dates should not be ignored.
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Fig 3. Significantly differentially expressedmiRNAs betweenmid- and late-gestational fetal KCs. (a) Eighty-eight known miRNAs that exhibited a
change in expression of more than 2.0-fold in late-gestational fetal KCs. Fifteen of these were statistically up-regulated, and the others were statistically
down-regulated. The read number of the miRNAs was normalized to the total number of high-quality reads that matched the human genome from each
sample (12591141/12266070/12065253/12074661/13021411/12659579). MG represents mid-gestational, and LG represents late-gestational. The ratio
represents the relative expression of miRNAs in late-gestational KCs. (b) Twenty-two novel miRNA candidates that exhibited a change in expression of more
than 2.0-fold in late-gestational fetal KCs. Two of them were statistically up-regulated, and the others were statistically down-regulated. The read number of
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6. The miRNA-34 Family is Down-regulated in Late-gestational Fetal
KCs and Extensively Targets the TGF-β Pathway
With the exception of miR-34a-5p (p value = 0.078), the expression levels of miR-34 family
members in late-gestational fetal KCs were significantly lower than those in mid-gestational
fetal KCs (Fig 4b). The expression levels of miR-34a-3p, miR-34b-5p, and miR-34c-3p were
changed by more than 2.0-fold, suggesting that these miRNAs are expressed at significantly
lower levels. We considered that the expression of miRNA-34 family members is generally
down-regulated in late-gestational fetal KCs.

To predict potential target genes of miRNA-34 family members, we used the miRanda on-
line software. The results showed that the miRNA-34 family may extensively suppress genes
that play important roles in the TGF-β pathway, including TGF-β3, TGF-βRI, TGF-βRII,
SMAD3, SMAD4 and SAR1A (Fig 4b and 4c). Both miR-34a-5p and miR-34c-5p, which have
the same seed sequence, targeted TGF-β3, TGF-βRII, SMAD4 and SAR1A. The potential target
gene of miR-34a-3p and miR-34c-3p was SMAD4. Although the mature sequences of miRNA-
34 family members were highly similar to each others’, mature miR-34b does not have the
same seed sequences as the others. The potential target genes of miR-34b-3p were TGF-βRI,
SMAD4 and SAR1A. TGF-βRII and SMAD3 were potential target genes of miR-34b-5p.

Discussion
Recently, rapid advances in next-generation sequencing (NGS) technologies allow miRNA de-
tection at an unprecedented sensitivity [28, 31]. Since the application of NGS to miRNA detec-
tion, several analytical tools and databases have been developed to support miRNA data
analyses [32]. These tools allow the analysis of a great number of miRNA-sequence data de-
tected from high-throughput sequencing platforms for miRNA discovery across a broad spec-
trum of species [31]. For human miRNA discovery, MIReNA, miRDeep and mirTools are well
used [26–28, 32–34]. MirTools 2.0 is a web service that provides annotation of ncRNA se-
quences and predicts novel miRNA candidates and potential known miRNA target genes
based on NGS [26]. There are two programs for predicting novel miRNA candidates on the
mirTools 2.0 web server: miRDeep 2.0 and mireap [26]. In this study, we detected small RNA
expression in human fetal KCs using Illumina Solexa GA IIx, which is currently considered the
most cost-efficient platform for miRNA sequencing studies [31]. After that, we performed the
miRDeep 2.0 program which is well and widely used for novel human miRNA candidate pre-
diction on the mirTools 2.0 web server [28, 32, 33, 35, 36] and found 106 novel miRNA candi-
dates that are likely novel human miRNAs.

The role of miRNAs in scarless wound healing is only beginning to be uncovered. We de-
tected the expression levels of miRNAs in fetal KCs at different gestational ages and found mul-
tiple miRNAs, particularly 22 novel miRNA candidates, that were significantly differentially
expressed. We performed qRT-PCR to validate the expression levels of the miRNAs detected by
NGS and the correlation analysis suggested that the results detected by NGS could almost repre-
sent the miRNA relative expression levels. Among all of the 110 significantly differentially ex-
pressed miRNAs, only 15.45% (15 known miRNAs and two novel miRNA candidates) were
overexpressed. Our results show that many miRNAs, including several novel miRNA candi-
dates, are significantly differentially expressed in fetal KCs during aging with a global downward

miRNAs was normalized to the total number of high-quality reads that matched the human genome from each sample (12591141/12266070/12065253/
12074661/13021411/12659579). MG represents mid-gestational, and LG represents late-gestational. The ratio represents the relative expression of
miRNAs in late-gestational KCs.

doi:10.1371/journal.pone.0126087.g003
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Fig 4. The TGF-β signaling pathway is predicted to be targeted by many significantly differentially expressedmiRNAs. (a) Multiple miRNAs including
novel miRNA candidates are predicted to target each of the genes implicated in the pathway, and each miRNA is predicted to target multiple genes in the
pathway. The upregulated (> 2.0-fold) miRNAs are shown in red, and the downregulated (< 2.0-fold) miRNAs are shown in black. (b) MiRNA-34 family
members are generally down-regulated in late-gestational fetal KCs. With the exception of miR-34a-5p, the expression levels of miR-34 family members in
late-gestational fetal KCs were significantly lower (p value <0.05). MiR-34a-3p, miR-34b-5p, and miR-34c-3p changed by more than 2.0-fold. The read
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trend in miRNA expression. The dynamic expression of miRNAs between mid- and late-
gestational fetal KCs suggests that the differential expression of miRNAs in fetal KCs may be in-
volved in the process of fetal mammalian cutaneous wound healing. MiRNAs may play impor-
tant roles by suppressing the expression of a series of mRNAs and even some key signal
pathways in scarless wound healing.

Members of the TGF-β signal pathway play important roles during embryonal development
and are involved in a variety of cellular effects, such as growth, differentiation, apoptosis, extra-
cellular matrix synthesis, and cell migration [37]. The TGF-β pathway is also an important reg-
ulatory factor involved in multiple other physiological processes, including scarless wound
healing [1, 38]. In all stages of wound healing, TGF-β is involved, and prolonged TGF-β activa-
tion is associated with fibrosis [37, 39, 40]. Because the expression of TGF-β was observed in
the epidermis and no TGF-β-producing cells were found in the dermis, KCs seem to be the
main source of TGF-β in healthy fetal skin [1, 39, 41]. KCs leading to excessive activation of
the TGF-β signal pathway may be a key step that leads to excessive scar formation in mammali-
an cutaneous wound healing. In this study, we predicted potential target genes of miRNAs and
found that 33 significantly differentially expressed miRNAs target at least two primary genes of
the TGF-β pathway. Because these are significantly correlated to the TGF-β pathway, we con-
sidered them TGF-β pathway-related miRNAs. These differentially expressed miRNAs in fetal
KCs may play key roles in the process of scar formation by targeting the TGF-β signal pathway.

At different gestational ages, 22 novel miRNA candidates were found to be significantly dif-
ferentially expressed in fetal KCs. Nearly 70% (15 novel miRNA candidates) of these were
TGF-β pathway-related miRNAs, indicating that the novel miRNA candidates found in this
study were significantly associated with the TGF-β pathway. With the exception of two novel
miRNA candidates (seq-6713_x208 and seq-52107_x11), all of the other miRNAs exhibited
significantly lower expression in late-gestational fetal KCs. We hypothesized that the novel
miRNA candidates that presented low expression in late-gestational fetal KCs lose their regula-
tion to TGF-β signal pathway and thereby contribute to scar formation.

The human miR-34 miRNA precursor family consists of three members encoded by two
different transcripts: miR-34a, which is encoded by its own transcript, and miR-34b and miR-
34c, which share a common primary transcript. From each precursor miRNA, two mature se-
quences are excised from the 5' or 3' arm of the hairpin. Therefore, there are six mature miR-34
miRNAs: miR-34a-3p, miR-34a-5p, miR-34b-3p and miR-34b-5p, miR-34c-3p and miR-34c-
5p. Of all the miR-34 family members, miR-34a has been well studied. It is known as a key sup-
pressor of a series of tumors, including colorectal cancer, non-small-cell lung cancer, breast
cancer, and pancreatic cancer [42–46]. Researchers have recently noted that there are relation-
ships between miR-34a and tissue fibrosis [47–49].

In this study, we demonstrated that the expression of miR-34 family members is generally
down-regulated in late-gestational fetal KCs by NGS. Furthermore, we predicted that miR-34
family members may extensively suppress the TGF-β signal pathway. These results were simi-
lar to the findings that miR-34a can suppress the expression of TGF-β and SMAD4 [50, 51].
We considered that the overexpression of miR-34 family members may contribute to scarless
wound healing in mid-gestational fetal KCs by targeting the TGF-β pathway. However, the reg-
ulatory effects between miR-34 family members and TGF-β signal pathway are markedly more
complicated. TGF-βmay play a direct role in regulating miR-34a expression [52]. The

number of miRNAs was normalized to the total number of high-quality reads that matched the human genome from each sample. (c) MiRNA-34 family
members suppress genes that are important members of the TGF-β pathway. TGF-β3, TGF-βRI, TGF-βRII, SMAD3, SMAD4 and SAR1A are involved in
this regulation.

doi:10.1371/journal.pone.0126087.g004
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overexpression of miR-34 family members may suppress the TGF-β signal pathway and leads
to a loss of control of miR-34a. Furthermore, the mature sequences of miR-34 are highly simi-
lar to each other. Nucleotides 2–9 from the sequences of miR-34a-5p and miR-34c-5p are
matched perfectly. These two miRNAs share the same seed sequences and may both target
TGF-β3, TGF-βRII, SMAD4 and SAR1A. Nucleotides 2–10 from the sequence of miR-34b-5p
are perfectly matched to nucleotides 1–9 from the sequence of miR-34c-5p. Although the po-
tential target genes of miR-34b-5p are TGF-βRII and SMAD3, as predicted by miRanda, miR-
34b-5p may have regulatory effects on the miR-34c-5p potential target genes TGF-β3, TGF-
βRII, SMAD4 and SAR1A. Nucleotides 1–10 from the sequence of miR-34c-3p and nucleotides
2–11 from the sequence of miR-34b-3p are matched perfectly. It is possible that TGF-βRI and
SAR1A can be targeted by both of these miRNAs.

In conclusion, we found 106 candidates that have a high probability of being novel human
miRNAs in fetal KCs. Our study showed that the dynamic expression of miRNAs at different
gestational ages in fetal KCs. Moreover, the significantly differentially expressed miRNAs, in-
cluding some novel miRNA candidates and miR-34 family members, extensively target the
TGF-β pathway. The overexpression of the novel miRNA candidates and miRNA-34 family
members in early- to mid-gestational fetal KCs may contribute to scarless wound healing by
targeting the TGF-β pathway.

Supporting Information
S1 Table. Real-time qRT-PCR Primers used for Amplification of the Expression Levels of
MiRNAs.
(DOC)

S2 Table. All 1141 known human miRNAs expressed in fetal KCs matched to miRBase re-
lease 18.
(XLS)

S3 Table. Twenty-nine known human miRNAs that are not listed in miRBase release 18 de-
tected by mirTools 2.0.
(XLS)

S4 Table. One-hundred-and-six novel miRNA candidates expressed in fetal KCs. The read
number of miRNAs was normalized to the total number of high-quality reads that matched the
human genome from each sample (12591141/12266070/12065253/12074661/13021411/
12659579). The color red indicates a greater-than-2.0-fold increase in late-gestational fetal
KCs. The color green indicates a greater-than-2.0-fold decrease in late-gestational fetal KCs.
Seed sequence conservation: novel miRNA candidates share seed sequences with known miR-
NAs in human and other species. bta: Bos taurus. cfa: Canis familiaris. gga: Gallus gallus. hsa:
Homo sapiens. mdo:Monodelphis domestica. mml:Macaca mulatta. mmu:Mus musculus. ptr:
Pan troglodytes. rno: Rattus norvegicus. xtr: Xenopus tropicalis.
(XLS)

S5 Table. MiRNAs located within close proximity (10 kb) to the two novel miRNA candi-
dates (seq-13078_x81 and seq-13649_x76) on chromosomes 13,
(XLS)

S6 Table. One-hundred-and-sev enty-three statistically significant known miRNA express-
ed in fetal KCs. The color red indicates a greater-than-2.0-fold increase in late-gestational fetal
KCs. The color green indicates a greater-than-2.0-fold decrease in late-gestational fetal KCs.
(XLS)

Dynamic Expression of MiRNAs in Fetal Keratinocytes

PLOS ONE | DOI:10.1371/journal.pone.0126087 May 15, 2015 13 / 16

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0126087.s001
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0126087.s002
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0126087.s003
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0126087.s004
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0126087.s005
http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0126087.s006


S7 Table. Twenty-three statistically significant novel miRNA candidates expressed in fetal
KCs. The color red indicates a greater-than-2.0-fold increase in late-gestational fetal KCs. The
color green indicates a greater-than-2.0-fold decrease in late-gestational fetal KCs.
(XLS)

Acknowledgments
We thank Dr. Fude Fang for helping us with the running of mirTools 2.0. We also appreciated
Dr. Hong Yu for helping us revise the paper. Moreover, we thank CapitalBio Corporation for
RNA sequencing.

Author Contributions
Conceived and designed the experiments: FZ XP ZW. Performed the experiments: ZW XL DZ
XW. Analyzed the data: FZ HL. Contributed reagents/materials/analysis tools: FZ ZWHL XL
DZ XW TZ RW PS XP. Wrote the paper: FZ ZW XP. Analysis of deep sequencing data: FZ HL.

References
1. ChenW, Fu X, Ge S, Sun T, Zhou G, Jiang D, et al. (2005) Ontogeny of expression of transforming

growth factor-beta and its receptors and their possible relationship with scarless healing in human fetal
skin. Wound Repair Regen 13(1): 68–75. PMID: 15659038

2. Samuels P, Tan AKW. (1999) Fetal scarless wound healing. J Otolaryngol 28: 296–302. PMID:
10579163

3. Dang C, Ting K, Soo C, Longaker MT, Lorenz HP. (2003) Fetal wound healing current perspectives.
Clin Plast Surg 30: 13–23. PMID: 12636212

4. Cheng J, Yu H, Deng S, Shen G. (2010) MicroRNA profiling in mid- and late-gestational fetal skin: impli-
cation for scarless wound healing. Tohoku J Exp Med 221(3): 203–209. PMID: 20543536

5. Gurtner GC, Werner S, Barrandon Y, Longaker MT. (2008) Wound repair and regeneration. Nature
453(7193): 314–321. doi: 10.1038/nature07039 PMID: 18480812

6. Kishi K, Nakajima H, Tajima S. (1999) Differential responses of collagen and glycosaminoglycan syn-
theses and cell proliferation to exogenous transforminggrowth factor beta 1 in the developing mouse
skin fibroblasts in culture. Br J Plast Surg 52(7): 579–582. PMID: 10658113

7. Rolfe KJ, Irvine LM, Grobbelaar AO, Linge C. (2007) Differential gene expression in response to trans-
forming growth factor-beta1 by fetal and postnatal dermal fibroblasts. Wound Repair Regen 15(6):
897–906. PMID: 18028139

8. Kishi K, Okabe K, Shimizu R, Kubota Y. (2012) Fetal skin possesses the ability to regenerate complete-
ly: complete regeneration of skin. Keio J Med 61(4): 101–108. PMID: 23324304

9. Ellis IR, Schor SL. (1998) Differential motogenic and biosynthetic response of fetal and adult skin fibro-
blasts to TGF-beta isoforms. Cytokine 10(4): 281–289. PMID: 9617573

10. King A, Balaji S, Le LD, Marsh E, Crombleholme TM, Keswani SG. (2013) Interleukin-10 regulates fetal
extracellular matrix hyaluronan production. J Pediatr Surg 48(6): 1211–1217. doi: 10.1016/j.jpedsurg.
2013.03.014 PMID: 23845609

11. Gurtner GC, Werner S, Barrandon Y, Longaker MT. (2008) Wound repair and regeneration. Nature
453(7193): 314–321. doi: 10.1038/nature07039 PMID: 18480812

12. Bartkova J, Grøn B, Dabelsteen E, Bartek J. (2003) Cell-cycle regulatory proteins in human wound
healing. Arch Oral Biol 48(2): 125–132. PMID: 12642231

13. Lü D, Liu X, Gao Y, Huo B, Kang Y, Chen J, et al. (2013) Asymmetric migration of human keratinocytes
under mechanical stretch and cocultured fibroblasts in a wound repairmodel. PLoS One 8(9): e74563.
doi: 10.1371/journal.pone.0074563 PMID: 24086354

14. Werner S, Krieg T, Smola H. (2007) Keratinocyte-fibroblast interactions in wound healing. J Invest Der-
matol 127(5): 998–1008. PMID: 17435785

15. Zuliani T, Saiagh S, Knol AC, Esbelin J, Dréno B. (2013) Fetal fibroblasts and keratinocytes with immu-
nosuppressive properties for allogeneic cell-based wound therapy. PLoS One 8(7): e70408. doi: 10.
1371/journal.pone.0070408 PMID: 23894651

Dynamic Expression of MiRNAs in Fetal Keratinocytes

PLOS ONE | DOI:10.1371/journal.pone.0126087 May 15, 2015 14 / 16

http://www.plosone.org/article/fetchSingleRepresentation.action?uri=info:doi/10.1371/journal.pone.0126087.s007
http://www.ncbi.nlm.nih.gov/pubmed/15659038
http://www.ncbi.nlm.nih.gov/pubmed/10579163
http://www.ncbi.nlm.nih.gov/pubmed/12636212
http://www.ncbi.nlm.nih.gov/pubmed/20543536
http://dx.doi.org/10.1038/nature07039
http://www.ncbi.nlm.nih.gov/pubmed/18480812
http://www.ncbi.nlm.nih.gov/pubmed/10658113
http://www.ncbi.nlm.nih.gov/pubmed/18028139
http://www.ncbi.nlm.nih.gov/pubmed/23324304
http://www.ncbi.nlm.nih.gov/pubmed/9617573
http://dx.doi.org/10.1016/j.jpedsurg.2013.03.014
http://dx.doi.org/10.1016/j.jpedsurg.2013.03.014
http://www.ncbi.nlm.nih.gov/pubmed/23845609
http://dx.doi.org/10.1038/nature07039
http://www.ncbi.nlm.nih.gov/pubmed/18480812
http://www.ncbi.nlm.nih.gov/pubmed/12642231
http://dx.doi.org/10.1371/journal.pone.0074563
http://www.ncbi.nlm.nih.gov/pubmed/24086354
http://www.ncbi.nlm.nih.gov/pubmed/17435785
http://dx.doi.org/10.1371/journal.pone.0070408
http://dx.doi.org/10.1371/journal.pone.0070408
http://www.ncbi.nlm.nih.gov/pubmed/23894651


16. Xu Y, Zhao F, Wang Z, Song Y, Luo Y, Zhang X, et al. (2012) MicroRNA-335 acts as a metastasis sup-
pressor in gastric cancer by targeting Bcl-w and specificity protein 1. Oncogene 31(11):1398–1407.
doi: 10.1038/onc.2011.340 PMID: 21822301

17. Bartel DP. (2004) MicroRNAs: genomics, biogenesis, mechanism, and function. Cell 116(2):281–297.
PMID: 14744438

18. Wu L, Fan J, Belasco JG. (2006) MicroRNAs direct rapid deadenylation of mRNA. Proc Natl Acad Sci U
S A 103(11): 4034–4039. PMID: 16495412

19. Calin GA, Dumitru CD, Shimizu M, Bichi R, Zupo S, Noch E, et al. (2002) Frequent deletions and down-
regulation of micro- RNA genes miR15 and miR16 at 13q14 in chronic lymphocytic leukemia. Proc Natl
Acad Sci U S A 99(24): 15524–15529. PMID: 12434020

20. Hahn JM, Glaser K, McFarland KL, Aronow BJ, Boyce ST, Supp DM. (2013) Keloid-derived keratino-
cytes exhibit an abnormal gene expression profile consistent with a distinct causal role in keloidpathol-
ogy. Wound Repair Regen 21(4):530–544. doi: 10.1111/wrr.12060 PMID: 23815228

21. Yeh J, Green LM, Jiang TX, Plikus M, Huang E, Chang RN, et al. (2009) Accelerated closure of skin
wounds in mice deficient in the homeobox gene Msx2. Wound Repair Regen 17(5): 639–648. doi: 10.
1111/j.1524-475X.2009.00535.x PMID: 19769717

22. Liu X, Wang Z, Wang R, Zhao F, Shi P, Jiang Y, et al. (2013) Direct comparison of the potency of
human mesenchymal stem cells derived from amnion tissue, bone marrow and adiposetissue at induc-
ing dermal fibroblast responses to cutaneous wounds. Int J Mol Med 31(2): 407–415. doi: 10.3892/
ijmm.2012.1199 PMID: 23228965

23. Langmead B, Trapnell C, Pop M, Salzberg SL. (2009) Ultrafast and memory-efficient alignment of short
DNA sequences to the human genome. Genome Biol 10(3): R25.

24. Wu P, Han S, Chen T, Qin G, Li L, Guo X. (2013) Involvement of microRNAs in infection of silkworm
with bombyx mori cytoplasmic polyhedrosis virus (BmCPV). PLoS One 8(7): e68209. doi: 10.1371/
journal.pone.0068209 PMID: 23844171

25. Griffiths-Jones S, Moxon S, Marshall M, Khanna A, Eddy SR, Bateman A. (2005) Rfam: annotating
non-coding RNAs in complete genomes. Nucleic Acids Res 33: D121–124. PMID: 15608160

26. Wu J, Liu Q, Wang X, Zheng J, Wang T, You M, et al. (2013) mirTools 2.0 for non-coding RNA discov-
ery, profiling, and functional annotation based on high-throughput sequencing. RNA Biol 10(7): 1087–
1092. doi: 10.4161/rna.25193 PMID: 23778453

27. Friedländer MR, ChenW, Adamidi C, Maaskola J, Einspanier R, Knespel S, et al. (2008) Discovering
microRNAs from deep sequencing data using miRDeep. Nat Biotechnol 26(4): 407–415. doi: 10.1038/
nbt1394 PMID: 18392026

28. Friedländer MR, Mackowiak SD, Li N, ChenW, Rajewsky N. (2012) miRDeep2 accurately identifies
known and hundreds of novel microRNA genes in seven animal clades. Nucleic Acids Res 40(1): 37–
52. doi: 10.1093/nar/gkr688 PMID: 21911355

29. Inukai S, de Lencastre A, Turner M, Slack F. (2012) Novel microRNAs differentially expressed during
aging in the mouse brain. PLoS One 7(7): e40028. doi: 10.1371/journal.pone.0040028 PMID:
22844398

30. Livak KJ, Schmittgen TD. (2001) Analysis of relative gene expression data using real-time quantitative
PCR and the 2(-Delta Delta C(T)) Method. Methods 25(4): 402–408. PMID: 11846609

31. Jung HJ, Suh Y. (2012) MicroRNA in Aging: From Discovery to Biology. Curr Genomics 13(7): 548–
557. doi: 10.2174/138920212803251436 PMID: 23633914

32. Li Y, Zhang Z, Liu F, VongsangnakW, Jing Q, Shen B. (2012) Performance comparison and evaluation
of software tools for microRNA deep-sequencing data analysis. Nucleic Acids Res 40(10): 4298–4305.
doi: 10.1093/nar/gks043 PMID: 22287634

33. Ryu S, Joshi N, McDonnell K, Woo J, Choi H, Gao D, et al. (2011) Discovery of novel human breast
cancer microRNAs from deep sequencing data by analysis of pri-microRNA secondary structures.
PLoS One 6(2): e16403. doi: 10.1371/journal.pone.0016403 PMID: 21346806

34. Mathelier A, Carbone A. (2010) MIReNA: finding microRNAs with high accuracy and no learning at ge-
nome scale and from deep sequencing data. Bioinformatics 26(18): 2226–2234. doi: 10.1093/
bioinformatics/btq329 PMID: 20591903

35. Swaminathan S, Hu X, Zheng X, Kriga Y, Shetty J, Zhao Y, et al. (2013) Interleukin-27 treated human
macrophages induce the expression of novel microRNAs which may mediate anti-viral properties. Bio-
chem Biophys Res Commun 434(2): 228–234. doi: 10.1016/j.bbrc.2013.03.046 PMID: 23535375

36. Goff LA, Davila J, Swerdel MR, Moore JC, Cohen RI, Wu H, et al. (2009) Ago2 immunoprecipitation
identifies predicted microRNAs in human embryonic stem cells and neural precursors. PLoS One 4(9):
e7192. doi: 10.1371/journal.pone.0007192 PMID: 19784364

Dynamic Expression of MiRNAs in Fetal Keratinocytes

PLOS ONE | DOI:10.1371/journal.pone.0126087 May 15, 2015 15 / 16

http://dx.doi.org/10.1038/onc.2011.340
http://www.ncbi.nlm.nih.gov/pubmed/21822301
http://www.ncbi.nlm.nih.gov/pubmed/14744438
http://www.ncbi.nlm.nih.gov/pubmed/16495412
http://www.ncbi.nlm.nih.gov/pubmed/12434020
http://dx.doi.org/10.1111/wrr.12060
http://www.ncbi.nlm.nih.gov/pubmed/23815228
http://dx.doi.org/10.1111/j.1524-475X.2009.00535.x
http://dx.doi.org/10.1111/j.1524-475X.2009.00535.x
http://www.ncbi.nlm.nih.gov/pubmed/19769717
http://dx.doi.org/10.3892/ijmm.2012.1199
http://dx.doi.org/10.3892/ijmm.2012.1199
http://www.ncbi.nlm.nih.gov/pubmed/23228965
http://dx.doi.org/10.1371/journal.pone.0068209
http://dx.doi.org/10.1371/journal.pone.0068209
http://www.ncbi.nlm.nih.gov/pubmed/23844171
http://www.ncbi.nlm.nih.gov/pubmed/15608160
http://dx.doi.org/10.4161/rna.25193
http://www.ncbi.nlm.nih.gov/pubmed/23778453
http://dx.doi.org/10.1038/nbt1394
http://dx.doi.org/10.1038/nbt1394
http://www.ncbi.nlm.nih.gov/pubmed/18392026
http://dx.doi.org/10.1093/nar/gkr688
http://www.ncbi.nlm.nih.gov/pubmed/21911355
http://dx.doi.org/10.1371/journal.pone.0040028
http://www.ncbi.nlm.nih.gov/pubmed/22844398
http://www.ncbi.nlm.nih.gov/pubmed/11846609
http://dx.doi.org/10.2174/138920212803251436
http://www.ncbi.nlm.nih.gov/pubmed/23633914
http://dx.doi.org/10.1093/nar/gks043
http://www.ncbi.nlm.nih.gov/pubmed/22287634
http://dx.doi.org/10.1371/journal.pone.0016403
http://www.ncbi.nlm.nih.gov/pubmed/21346806
http://dx.doi.org/10.1093/bioinformatics/btq329
http://dx.doi.org/10.1093/bioinformatics/btq329
http://www.ncbi.nlm.nih.gov/pubmed/20591903
http://dx.doi.org/10.1016/j.bbrc.2013.03.046
http://www.ncbi.nlm.nih.gov/pubmed/23535375
http://dx.doi.org/10.1371/journal.pone.0007192
http://www.ncbi.nlm.nih.gov/pubmed/19784364


37. Heldin CH, LandströmM, Moustakas A. (2009) Mechanism of TGF-beta signaling to growth arrest, apo-
ptosis, and epithelial-mesenchymal transition. Curr Opin Cell Biol 21(2): 166–176. doi: 10.1016/j.ceb.
2009.01.021 PMID: 19237272

38. Klass BR, Grobbelaar AO, Rolfe KJ. (2009) Transforming growth factor beta1 signalling, wound healing
and repair: a multifunctional cytokine with clinical implicationsfor wound repair, a delicate balance.
Postgrad Med J 85(999): 9–14. doi: 10.1136/pgmj.2008.069831 PMID: 19240282

39. Walraven M, Gouverneur M, Middelkoop E, Beelen RH, Ulrich MM. (2014) Altered TGF-β signaling in
fetal fibroblasts: what is known about the underlying mechanisms?Wound Repair Regen 22(1): 3–13.
doi: 10.1111/wrr.12098 PMID: 24134669

40. Bielefeld KA, Amini-Nik S, Alman BA. (2013) Cutaneous wound healing: recruiting developmental path-
ways for regeneration. Cell Mol Life Sci 70(12): 2059–2081. doi: 10.1007/s00018-012-1152-9 PMID:
23052205

41. Cowin AJ, Holmes TM, Brosnan P, Ferguson MW. (2001) Expression of TGF-beta and its receptors in
murine fetal and adult dermal wounds. Eur J Dermatol 11(5): 424–431. PMID: 11525949

42. Kim NH, Cha YH, Kang SE, Lee Y, Lee I, Cha SY, et al. (2013) p53 regulates nuclear GSK-3 levels
through miR-34-mediated Axin2 suppression in colorectal cancer cells. Cell Cycle 12(10): 1578–1587.
doi: 10.4161/cc.24739 PMID: 23624843

43. Gallardo E, Navarro A, Viñolas N, Marrades RM, Diaz T, Gel B, et al. (2009) miR-34a as a prognostic
marker of relapse in surgically resected non-small-cell lung cancer. Carcinogenesis 30(11): 1903–
1909. doi: 10.1093/carcin/bgp219 PMID: 19736307

44. Peurala H, Greco D, Heikkinen T, Kaur S, Bartkova J, Jamshidi M, et al. (2011) MiR-34a expression
has an effect for lower risk of metastasis and associates with expression patterns predicting clinicalout-
come in breast cancer. PLoS One 6(11): e26122. doi: 10.1371/journal.pone.0026122 PMID: 22102859

45. Xia J, Duan Q, Ahmad A, Bao B, Banerjee S, Shi Y, et al. (2012) Genistein inhibits cell growth and in-
duces apoptosis through up-regulation of miR-34a in pancreatic cancer cells. Curr Drug Targets 13
(14): 1750–1756. PMID: 23140286

46. Chiyomaru T, Yamamura S, Fukuhara S, Yoshino H, Kinoshita T, Majid S, et al. (2013) Genistein inhib-
its prostate cancer cell growth by targeting miR-34a and oncogenic HOTAIR. PLoS One 8(8): e70372.
doi: 10.1371/journal.pone.0070372 PMID: 23936419

47. Bernardo BC, Gao XM, Winbanks CE, Boey EJ, Tham YK, Kiriazis H, et al. (2012) Therapeutic inhibi-
tion of the miR-34 family attenuates pathological cardiac remodeling and improves heart function. Proc
Natl Acad Sci U S A 109(43): 17615–17620. doi: 10.1073/pnas.1206432109 PMID: 23047694

48. Bernardo BC, Gao XM, Tham YK, Kiriazis H, Winbanks CE, Ooi JY, et al. (2014) Silencing of miR-34a
attenuates cardiac dysfunction in a setting of moderate, but not severe, hypertrophic cardiomyopathy.
PLoS One 9(2): e90337. doi: 10.1371/journal.pone.0090337 PMID: 24587330

49. Li WQ, Chen C, Xu MD, Guo J, Li YM, Xia QM, et al. (2011) The rno-miR-34 family is upregulated and
targets ACSL1 in dimethylnitrosamine-induced hepatic fibrosis in rats. FEBS J 278(9): 1522–1532. doi:
10.1111/j.1742-4658.2011.08075.x PMID: 21366874

50. Wang X, Chang X, Zhuo G, Sun M, Yin K. (2013) Twist and miR-34a are involved in the generation of
tumor-educated myeloid-derived suppressor cells. Int J Mol Sci 14(10): 20459–20477. doi: 10.3390/
ijms141020459 PMID: 24129179

51. Li XJ, Ren ZJ, Tang JH. (2014) MicroRNA-34a: potential therapeutic target in human cancer. Cell
Death Dis 5: e1327. doi: 10.1038/cddis.2014.270 PMID: 25032850

52. Yang P, Li QJ, Feng Y, Zhang Y, Markowitz GJ, Ning S, et al. (2012) TGF-β-miR-34a-CCL22 signaling-
induced Treg cell recruitment promotes venous metastases of HBV-positivehepatocellular carcinoma.
Cancer Cell 22(3): 291–303.

Dynamic Expression of MiRNAs in Fetal Keratinocytes

PLOS ONE | DOI:10.1371/journal.pone.0126087 May 15, 2015 16 / 16

http://dx.doi.org/10.1016/j.ceb.2009.01.021
http://dx.doi.org/10.1016/j.ceb.2009.01.021
http://www.ncbi.nlm.nih.gov/pubmed/19237272
http://dx.doi.org/10.1136/pgmj.2008.069831
http://www.ncbi.nlm.nih.gov/pubmed/19240282
http://dx.doi.org/10.1111/wrr.12098
http://www.ncbi.nlm.nih.gov/pubmed/24134669
http://dx.doi.org/10.1007/s00018-012-1152-9
http://www.ncbi.nlm.nih.gov/pubmed/23052205
http://www.ncbi.nlm.nih.gov/pubmed/11525949
http://dx.doi.org/10.4161/cc.24739
http://www.ncbi.nlm.nih.gov/pubmed/23624843
http://dx.doi.org/10.1093/carcin/bgp219
http://www.ncbi.nlm.nih.gov/pubmed/19736307
http://dx.doi.org/10.1371/journal.pone.0026122
http://www.ncbi.nlm.nih.gov/pubmed/22102859
http://www.ncbi.nlm.nih.gov/pubmed/23140286
http://dx.doi.org/10.1371/journal.pone.0070372
http://www.ncbi.nlm.nih.gov/pubmed/23936419
http://dx.doi.org/10.1073/pnas.1206432109
http://www.ncbi.nlm.nih.gov/pubmed/23047694
http://dx.doi.org/10.1371/journal.pone.0090337
http://www.ncbi.nlm.nih.gov/pubmed/24587330
http://dx.doi.org/10.1111/j.1742-4658.2011.08075.x
http://www.ncbi.nlm.nih.gov/pubmed/21366874
http://dx.doi.org/10.3390/ijms141020459
http://dx.doi.org/10.3390/ijms141020459
http://www.ncbi.nlm.nih.gov/pubmed/24129179
http://dx.doi.org/10.1038/cddis.2014.270
http://www.ncbi.nlm.nih.gov/pubmed/25032850

