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Abstract: MicroRNAs (miRNAs) play versatile roles in multiple biological processes. However, little
is known about miRNA’s involvement in flavivirus persistent infection. Here, we used an miRNA
array analysis of Japanese encephalitis virus (JEV)-infected cells to search for persistent infection-
associated miRNAs in comparison to acute infection. Among all differentially expressed miRNAs,
the miR-125b-5p is the most significantly increased one. The high level of miR-125b-5p in persistently
JEV-infected cells was confirmed by Northern analysis and real-time quantitative polymerase chain
reaction. As soon as the cells established a persistent infection, a significantly high expression of
miR-125b-5p was readily observed. Transfecting excess quantities of a miR-125b-5p mimic into
acutely infected cells reduced genome replication and virus titers. Host targets of miR125b-5p were
analyzed by target prediction algorithms, and six candidates were confirmed by a dual-luciferase
reporter assay. These genes were upregulated in the acutely infected cells and sharply declined in the
persistently infected cells. The transfection of the miR125b-5p mimic reduced the expression levels
of Stat3, Map2k7, and Triap1. Our studies indicated that miR-125b-5p targets both viral and host
sequences, suggesting its role in coordinating viral replication and host antiviral responses. This is
the first report to characterize the potential roles of miR-125b-5p in persistent JEV infections.
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1. Introduction

Japanese encephalitis virus (JEV) is a mosquito-borne flavivirus belonging to the Fla-
viviridae family. The genome contains a single-stranded, positive-sense RNA of 10,976 nu-
cleotides (nts) in length in the majority of JEV strains [1]. JEV exists in a zoonotic transmis-
sion cycle between vector mosquitoes and wading birds, with pigs serving as amplifying
hosts. The Culex tritaeniorhynchus mosquito is the primary transmission vector. Human be-
ings contract JEV when bitten by infected mosquitoes, which causes acute meningomyeloen-
cephalitis and encephalitis. The average fatality rate is approximately 30%, and 20–30% of
survivors exhibit permanent neuropsychiatric sequelae. JEV is responsible for more than
68,000 clinical cases, with approximately 13,600–20,400 deaths annually. Thus, JEV is a
continuing public health threat in Eastern and Southern Asia [2]. It has been suggested that
persistent infections in individual hosts might be important for virus survival [3].

Numerous studies have demonstrated that cellular and viral factors play important
roles to establish persistent infection [3]. Persistent infection has been reported for many
flaviviruses. Viral persistence can also be established in vitro in various cell lines [4]. We
and others have shown that JEV could establish a persistent infection in both mosquito
(C6/36) and mammalian (BHK-21) cells. In particular, JEV-derived defective interfering (DI)
RNAs contribute to the establishment of persistent infections [5–7]. Though the detailed
mechanism for persistent infections is not fully understood, it appears to be a balance
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between viral replication and the host’s defense system by either the modulation of the
virus; gene expression or the modification of the host’s immune responses.

MicroRNAs (miRNAs) are small, single-stranded noncoding RNAs of approximately
21–23 nucleotides that regulate protein synthesis by targeting mRNAs for translational
repression or degradation at the posttranscriptional level. miRNAs play major roles in
many cellular processes [8] including apoptosis [9], oncogenesis [10], cell proliferation [11],
differentiation [12], and inflammation [13]. Both host- and virus-derived miRNAs regulate
viral and host gene expression [14,15]. The diverse biological roles of miRNAs, includ-
ing the regulation of viral replication, host immune evasion, pathogenesis, and cellular
transformation, are beginning to be uncovered [16–18].

The vast majority of DNA viruses and some RNA viruses produce their own viral
miRNAs to counteract many host cellular processes and regulate the viral life cycle [19].
Several flavivirus-derived miRNAs have been reported [20]. For example, the deep se-
quencing of dengue virus 2 (DENV2)-infected mosquitoes revealed various viral small
RNAs (vsRNAs). One of the vsRNAs, namely DENV-vsRNA-5 (derived from the viral
3′-UTR) specifically targets to viral NS1. The inhibition of DENV-vsRNA-5 miRNAs was
found to lead to significant increases in viral replication [21]. The miRNA KUN-miR-1,
derived from the 3′-UTR of the West Nile virus (WNV), targets the host transcription factor
and facilitates WNV replication in mosquito cells [22], thus indicating that viral-derived
miRNAs could induce the up- or down-regulation of viral replication.

Several host-derived miRNAs have been shown to modulate JEV infection in various
ways. The upregulation of miR-19b-3p and miR-155 stimulated the production of inflam-
matory cytokines against viral infection [23,24]. Increasing the expression of miR-15b,
miR-19b-3p, miR29b, and miR-155 has been found to be directly or indirectly involved in
the regulation of the NF-κB signaling pathway, a key regulator of the immune response to
infection [23–26]. MiR-124 attenuates JEV replication by targeting dynamin 2, a GTPase
responsible for vesicle scission [27]. JEV infection was found to downregulate the expres-
sion of miR-33a-5p, which targets eukaryotic translation elongation factor 1A1 (EEF1A1),
one of the components of the viral replication complex [28]. MiR-370 was also found
to be downregulated in JEV-infected glioblastoma cells, which further mediated innate
immunity-related genes [29]. These reports indicated that various miRNAs play versatile
roles during the JEV life cycle. However, whether miRNAs are involved in persistent JEV
infection remains unresolved.

To elucidate the molecular basis of miRNAs involved in persistent JEV infections, we
compared the miRNA expression profiles between acutely and persistently infected BHK-21
cells. Several differentially expressed miRNAs were identified, of which miR-125b-5p was the
most abundantly expressed in the persistently infected cells. We confirmed the miR-125b-5p
expression in acutely and persistently infected cells by Northern analysis and RT-qPCR. The
inverse correlation of the expression of targeted genes with the level of miR-125b-5p suggested
that miR-125b-5p might be involved in the regulation of these genes in the persistently infected
cells. These results indicated that the abundant expression of miR-125b-5p in persistently-
infected cells correlated with the establishment and maintenance of a persistent infection.

2. Results
2.1. Comparison Analysis of miRNAs in Response to Acute and Persistent JEV Infection

To obtain the global miRNA expression profiles in comparison with acute and persis-
tent infections of JEV, we performed the nCounter miRNA quantitative assay. RNA was
isolated from the cell lysates of acute and persistent infections of JEV, as well as mock con-
trols, by using the consistent purification technique described in the Section 4; simultaneous
isolation was performed to avoid batch effects. The NanoString hybridization platform was
used to identify the candidate miRNAs whose levels were significantly altered in response
to acute and persistent JEV infections. The NanoString platform entails using microscopy
to count fluorescently bar-coded probes, which allows for the detection of microRNAs with-
out the amplification or introduction of position-dependent effects. We first screened the
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altered cellular miRNA levels in response to acute and persistent JEV infections, and then
we compared them with the mock infection controls. The differential expression profiles
of miRNAs exhibited more than two-fold difference for a specific miRNA were selected.
Among the incorporated miRNAs in this assay, the levels of 45 miRNAs were significantly
elevated and those of 197 miRNAs were reduced in the acutely infected cells in comparison
to those of the mock controls. Similarly, the levels of 92 miRNAs significantly increased and
214 miRNAs decreased in the persistently infected cells compared to the levels detected in
the mock controls. Subsequently, we queried the data set to identify individual miRNA
species that were differentially expressed in response to acute and persistent infections.
To fulfill this objective, we selected miRNAs tightly associated with JEV infections, in
which the differential expression of miRNAs exhibited a more-than two-fold difference
between the acute and persistent infections. A total of 31 miRNAs exhibited significantly
differentiated expressions in the persistently infected cells. Among them, the levels of
14 miRNAs exhibited an at-least two-fold increase and those of 17 miRNAs were reduced
compared to the levels of the acutely infected cells (Table 1). Notably, all these miRNAs
were differentially expressed by at least two standard deviations above the background (by
using the nCounter miRNA array system) in descending order and were believed to be
closely associated with the persistent infection of JEV.

Table 1. The list of up- and down-regulated expression of miRNAs detected from the mock, JEV acutely infected, and JEV
persistently infected BHK21 cells.

miRNAs Accession Number Sequence (5′–3′) A 1 P 2 P/A

Upregulated 3

mmu-miR-125b-5p MIMAT0000136 UCCCUGAGACCCUAACUUGUGA 0.03 3.91 3.88
mmu-miR-181a MIMAT0000210 AACAUUCAACGCUGUCGGUGAGU 0.46 3.09 2.63
mmu-miR-30a MIMAT0000128 UGUAAACAUCCUCGACUGGAAG 0.84 3.13 2.29
mmu-miR-34a MIMAT0000542 UGGCAGUGUCUUAGCUGGUUGU 0.11 2.24 2.13
mmu-miR-100 MIMAT0000655 AACCCGUAGAUCCGAACUUGUG −0.35 1.76 2.11
mmu-miR-140 MIMAT0000151 CAGUGGUUUUACCCUAUGGUAG 0.02 1.66 1.64

mmu-miR-2135 MIMAT00000744 UGAGGUAGUAGGUUGUGUGGUU 0.75 2.36 1.61
mmu-miR-804 MIMAT0004210 UGUGAGUUGUUCCUCACCUGGA 0.28 1.77 1.49
mmu-miR-425 MIMAT0004750 AAUGACACGAUCACUCCCGUUGA −1.02 0.45 1.47
mmu-miR-708 MIMAT0004828 AAGGAGCUUACAAUCUAGCUGGG 0.76 2.15 1.39

mmu-miR-532-5p MIMAT0002889 CAUGCCUUGAGUGUAGGACCGU 0.34 1.72 1.38
mmu-miR-194 MIMAT0000224 UGUAACAGCAACUCCAUGUGGA −1.10 0.24 1.34
mmu-miR-210 MIMAT0017052 AGCCACUGCCCACCGCACACUG −1.28 −0.09 1.19
mmu-miR-30e MIMAT0000248 UGUAAACAUCCUUGACUGGAAG 1.16 2.26 1.10

Downregulated 4

mmu-miR-367 MIMAT0017214 ACUGUUGCUAACAUGCAACUC 1.72 0.63 −1.09
mmu-miR-214 MIMAT0004664 UGCCUGUCUACACUUGCUGUGC −1.23 −2.34 −1.11

mmu-miR-202-5p MIMAT0004546 UUCCUAUGCAUAUACUUCUUU 2.51 1.33 −1.18
mmu-miR-376a MIMAT0003387 GGUAGAUUCUCCUUCUAUGAGU 1.21 −0.01 −1.22
mmu-miR-2133 MIMAT0000738 UUAAUAUCGGACAACCAUUGU 5.06 3.64 −1.42

mmu-miR-34b-3p MIMAT0004581 AAUCACUAACUCCACUGCCAUC 0.32 −1.26 −1.58
mmu-miR-338-3p MIMAT0000582 UCCAGCAUCAGUGAUUUUGUUG 1.49 −0.13 −1.62

mmu-miR-361 MIMAT0000704 UUAUCAGAAUCUCCAGGGGUAC 0.01 −1.67 −1.68
mmu-miR-208b MIMAT0017280 AAGCUUUUUGCUCGCGUUAUGU 0.59 −1.13 −1.72
mmu-miR-132 MIMAT0016984 AACCGUGGCUUUCGAUUGUUAC −0.48 −2.22 −1.74
mmu-miR-15b MIMAT0000124 UAGCAGCACAUCAUGGUUUACA 0.25 −1.52 −1.77
mmu-miR-2140 MIMAT0000753 ACAGUAGAGGGAGGAAUCGCAG 3.23 1.38 −1.85

mmu-miR-31 MIMAT0000538 AGGCAAGAUGCUGGCAUAGCUG 0.03 −2.07 −2.10
mmu-miR-490 MIMAT0017261 CCAUGGAUCUCCAGGUGGGU 0.58 −1.63 −2.21

mmu-miR-125a-3p MIMAT0004528 ACAGGUGAGGUUCUUGGGAGCC 0.20 −2.45 −2.65
mmu-miR-1224 MIMAT0005460 GUGAGGACUGGGGAGGUGGAG 2.98 0.30 −2.68
mmu-miR-128 MIMAT0000140 UCACAGUGAACCGGUCUCUUU 0.60 −2.25 −2.85

1. Values represent the fold change (log2) of significantly up- or down-regulated miRNAs in cells acutely infected with JEV (A.) measured
at 24 h post infection compared to mock infection. 2. The cells that survived acute infection were passaged every 5 days. The RNA was
extracted at the 17th passage and subjected to RT-qPCR. Values represent the fold change (log2) of significantly up- or down-regulated
miRNAs in cells persistently infected with JEV (P.) compared to the mock-infected cells. 3. Upregulation is defined as an expression level of
miRNA of more than or equal to 2 folds detected in the persistent JEV infection in comparison with acute JEV infection. 4. Downregulation is
defined as an expression level of miRNA of less than 2 folds detected in the persistent JEV infection in comparison to the acute JEV infection.
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2.2. MicroRNA-125b-5p Is Highly Expressed in BHK-21 Cells Persistently Infected with JEV

Among all differentially expressed miRNAs, miR-125b-5p was the most significantly
increased one in the persistently infected cells compared to the acutely infected cells
(Table 1). We further validated this result via Northern blot analysis. As shown in Figure 1a,
miR-125b-5p exhibited a more upregulated pattern in the persistently infected cells com-
pared to the uninfected and acutely infected cells. The RNAs were then subjected to
RT-qPCR for the quantitative analysis of miR-125b-5p expression. As expected, there was
a significant increase in the persistently infected cells (Figure 1b). The consistent results
from the nCounter miRNA array, Northern blot analysis, and RT-qPCR indicated that
miR-125b-5p was highly expressed in the persistently infected cells.
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Figure 1. MiR-125b-5p is highly expressed in persistently JEV-infected cells. (a) Northern blot analysis of miR-125b-5p
expression. Total RNAs were extracted from uninfected BHK-21 cells (lane 1), cells infected with JEV RP-9 at an MOI of 0.1
at the indicated times post-infection (hpi), and persistently infected cells at passage 17 (P17). Northern blot analysis was
done using in vitro transcribed radiolabeled riboprobe specific to miR-125b-5p. The positions of precursor miR-125b-5p
(pre-miR-125b-5p), mature miR-125b-5p (miR-125b-5p), and U6 snRNA are indicated. (b) The same RNAs were subjected to
RT-qPCR analysis to determine the expression of miR-125b-5p. The relative fold change was normalized to endogenous U6
snRNA. Bars represent the mean ± SD (n = 3). *: p-value < 0.05 comparison between acute (24 hpi) and persistent infection
(P17) was analyzed by Student’s t-test.

2.3. As Soon as the Cells Survived Infection, the High Level of miR-125b-5p Is Readily Detectable

Since the high level of miR-125b-5p was initially detected from the 17th passage
of persistently infected cells, it was intriguing to examine the timing of miR-125b-5p
upregulation after JEV infection. To do so, BHK-21 cells that survived JEV infection grew
to confluence and were serially passaged (P1–P6). These cells were persistently infected, as
demonstrated by the production of infectious viruses and an immunofluorescence assay
with a virus-specific antibody (data not shown). RNAs were extracted from P1 to P6, as
well as uninfected and acutely infected cells (namely 24 and 48 h post-infection). The
miR-125b-5p expression level was measured by RT-qPCR. The expression of miR-125b-5p
did not exhibit a difference between uninfected and acutely infected cells at 24 hpi, but
it slightly increased at 48 hpi. The level of miR-125b-5p from each passage (P1–P6) of
persistently infected cells was revealed to be three-to-five-fold higher than those in the
acutely infected cells (Figure 2). These results indicated that as soon as the cells established a
persistent infection, the miR-125b-5p expression level became significantly high, suggesting
that a high level of miR-125b-5p expression may correlate with the establishment of a
persistent infection.
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Figure 2. The miR-125b-5p was immediately elevated once established persistent infection. The
total RNA was extracted from uninfected, acutely infected (24 and 48 hpi at an MOI of 0.1), and
persistently infected cells from passages 1 to 6 (P1–P6). The RNA was subjected to an RT reaction
and analyzed by RT-qPCR. The relative fold change was normalized to endogenous U6 snRNA. Bars
represent the mean ± SD (n = 3). **: p-value < 0.01, ***: p-value < 0.001 comparison between acute
(48 hpi) and persistent infection was analyzed by Student’s t-test.

2.4. Transfection of miR-125b-5p Mimic Inhibits Viral Replication

MiR-125b-5p has been reported to regulate both apoptosis and proliferation [30–32].
To evaluate the function of miR-125b-5p in JEV infection, we set up an experimental system
by transfecting an miR-125b-5p mimic into BHK-21 cells. We first tested the cytotoxicity
of the miR-125b-5p mimic at various concentrations and examined cell viability with an
MTT assay using scrambled miRNAs as the negative control. The results showed that
transfection with a dosage of less than 5 nM did not reveal cytotoxicity (data not shown).
For safer and effective dosage, we chose 0.5 nM for the miR-125b-5p mimic for further
studies. To measure the stability of the transfected miR-125b-5p in BHK-21 cells, the
miR-125b-5p level was measured by RT-qPCR at 6–72 h post-transfection. The transfected
miR-125b-5p mimic remained at a high level that was 23–30-fold higher than those mock
transfection controls at 6 and 12 h post-transfection. Because the cells continued to grow
and divide, the relative amounts of the transfected miR-125b-5p per cell, in addition to
RNA stability, decreased with time. Nevertheless, it remained as high as eight-fold at 48
h post-transfection and slightly higher than that of the controls at 72 h post-transfection,
suggesting that analyzing the effect of miR125b-5p by transfection could be measured
within 72 h post-transfection (Figure 3).
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Figure 3. Transfected miR-125b-5p mimics lasted for 72 h. BHK-21 cells were mock-transfected or
transfected with miR-125b-5p at 0.5 nM. Total RNA was extracted at 6, 12, 24, 36, 48, and 72 hpt.
The RNA was subjected to an RT reaction and analyzed by RT-PCR. The relative fold change was
normalized to endogenous U6 snRNA. Bars represent the mean ± SD (n = 3).
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To investigate whether miR125b-5p affects viral replication, BHK-21 cells were trans-
fected with the miR-125b-5p mimic and then infected with JEV at 24 hpt. Cytoplasmic
RNAs were isolated at 24, 36, and 48 hpi and subjected to RT-qPCR, and the supernatant
was collected for plaque assays. The results showed that transfecting the miR-125b-5p mim-
ics reduced the viral genome by 23% at 24 hpi and by 14% at 36 hpi compared to scramble
controls (Figure 4a). As previously mentioned, because the transfected miR125b-5p mimics
may not have been abundant at 72 hpt (Figure 3), the inhibition was not apparent at 48 hpi
(72 hpt). Nevertheless, the supernatants containing virus fluids were reduced by 1.8-, 2.4-,
and 0.7-fold in the miR-125b-5p-transfected groups in comparison with the controls as
measured at 24, 36, and 48 hpi, respectively.
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Figure 4. Transfecting excess amounts of miR-125b-5p inhibited JEV replication. BHK-21 cells were transfected with miR-
125b-5p (0.5 nM) or a scramble control and then infected with JEV at an MOI of 0.1 at 24 h post-transfection. (a) Cytoplasmic
RNA was extracted at the indicated time post-infection. The fold change of viral RNA was analyzed using RT-qPCR.
(b) The supernatant was collected, and virus titers were determined by plaque assay. Bars represent the mean ± SD (n = 3).
*: p-value < 0.05; **: p-value < 0.01; *** p-value < 0.001 compared with scramble control and analyzed by Student’s t-test.

2.5. Targeting Genes of miR-125b-5p

To analyze the potential targets of miR-125b-5p, we used miRNA target prediction
algorithms, including the TargetScan and miRTarBase software, for screening. Approxi-
mately 200 predicted genes were found to be the potential miR125b-5p targets. Among
them, we focused on genes related to cell proliferation, immunity, and the cell cycle. The
top six potential candidate genes, namely Ppp1ca, Stat3, Jund, Bak1, Map2k7, and Triap1,
were selected (Table S1). The expression levels of these genes in the uninfected, acutely, and
persistently infected cells were measured using RT-qPCR. Interestingly, the expression lev-
els of the six predicted targeted genes were all upregulated in the acutely infected cells but
downregulated in the persistently infected cells (Figure 5a). Among them, the expression
levels of Stat 3, Map2k7, and Triap1 were significantly inhibited in the persistently infected
cells. Stat3 is a signal transducer and activator of transcript 3, and it plays a key role in
many cellular processes including cell growth and apoptosis [33,34]. Map2k7 is a member
of the mitogen-activated protein kinase family, which is involved in signal transduction
that mediates cellular responses to proinflammatory cytokines [35,36]. The expression
levels of Stat3 and Map2k7 were further confirmed by Western blot analysis. As expected,
the expression of both Stat3 and Map2k7 significantly decreased in the persistently infected
cells (P1, P5, and P10) in comparison to the acutely infected cells (Figure 5b).
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Figure 5. Downregulation of miR-12b-5p-targeted genes in the persistently JEV-infected cells. (a) Six predicted miR-125b-5p
target genes were downregulated in persistently infected cells compared with the acutely infected cells. Total RNAs were
extracted from uninfected, acutely infected, and persistently infected cells at 24 hpi (P10), and the amounts of the six genes
were analyzed by RT-qPCR. The relative fold change was normalized to mock-infection. Bars represent the mean ± SD
(n = 3). *: p-value < 0.05; ***: p-value < 0.001 comparison between acute and persistent infections was analyzed by a Student’s
t-test. (b) Decreased expressions of both Stat3 and Map2k7 in persistently JEV-infected cells in comparison with acutely
infected cells. Cell lysates from acute or persistent infection, as indicated on the top, were analyzed by 10% SDS-PAGE and
Western blotting with antibodies, as indicated on the left.

To determine whether these genes are indeed targets of miR-125b-5p, we performed a
dual-luciferase reporter assay by constructing plasmids containing the putative binding
sites (from 3′-UTR of the six genes) for miR-125b-5p or its mutant derivatives by deleting
the target seed sequences. Targeted DNAs or mutants were co-transfected with miR125b-
5p mimics or scramble control miRNAs. As shown in Figure 6, the luciferase activity of
all the six predicted genes markedly decreased when cells were co-transfected with the
miR-125b-5p mimic but not in the scrambled control groups. Similarly, no inhibition was
observed when the target binding regions were removed, suggesting that these genes are
potential miR-125b-5p targets.

To further validate that miR-125b-5p affects the expression of target genes in JEV-
infected cells, an miR-125b-5p mimic or scramble control was transfected into BHK-21
cells followed by JEV infection. Total RNAs were extracted, and the expression levels
of Stat3, Map2k7, and TRIAP1 were measured using RT-qPCR. JEV infection caused the
upregulation of these three genes. The transfecting of the miR-125b-5p mimic resulted in a
significant reduction in Stat3, Map2k7, and TRIAP1 expression, while inhibition was not
observed in those scramble control groups (Figure 7). These results suggested that Stat3,
Map2k7, and TRIAP1 could be the direct targets of miR-125b-5p.



Int. J. Mol. Sci. 2021, 22, 4218 8 of 16Int. J. Mol. Sci. 2021, 22, x FOR PEER REVIEW 8 of 16 
 

 

 

Figure 6. MiR-125b-5p targeted the six predicted genes, as demonstrated in luciferase reporter 

assays. Diagrams of the dual-luciferase reporter plasmids (pmirGLO vector; Table S3) and the 

microRNA (miRNA) are shown on the top. The activity was evaluated by the insertion of miRNA 

target sites at the 3′-UTR of the firefly luciferase gene (luc) and Renilla luciferase acting as a 

control reporter for normalization. The deletion of the miRNA target site was used as a negative 

control. BHK-21 cells were co-transfected with 100 ng of a luciferase reporter construct containing 

a gene target or the seed sequences deleted in conjunction with 0.5 nM of the miR-125b-5p mimic 

or the scramble miRNA as a negative control. After 24 h, cells were lysed for a dual-luciferase 

assay. Data are shown as means ± SD (n = 3). *: p-value < 0.05; **: p-value < 0.01; ***: p-value < 0.001 

compared with the scramble control and analyzed by Student’s t-test. 

To further validate that miR-125b-5p affects the expression of target genes in JEV-

infected cells, an miR-125b-5p mimic or scramble control was transfected into BHK-21 

cells followed by JEV infection. Total RNAs were extracted, and the expression levels of 

Stat3, Map2k7, and TRIAP1 were measured using RT-qPCR. JEV infection caused the 

upregulation of these three genes. The transfecting of the miR-125b-5p mimic resulted in 

a significant reduction in Stat3, Map2k7, and TRIAP1 expression, while inhibition was not 

observed in those scramble control groups (Figure 7). These results suggested that Stat3, 

Map2k7, and TRIAP1 could be the direct targets of miR-125b-5p. 

 

Figure 7. The overexpression of miR125b-5p downregulated the target genes. BHK-21 cells were 

transfected with miR-125b-5p or an miRNA scramble control. At 24 h post-transfection, cells were 

Luc

scramble

miR125b-5p

Luc

miR125b-5p

mismatch

target

 seed seq.

Luc

R
e
la

tiv
e
 l
u
c
ife

ra
s
e
 a

c
tiv

ity
 (

%
)

0

20

40

60

80

100

120

no insert

control

Ppp1ca Stat3 Jund Bak1 Map2k7 Triap1

＊
＊＊

＊＊＊＊＊ ＊＊＊ ＊＊＊

4

5

1

2

3

0

F
o

ld
 c

h
a

n
g

e

Map2k7 TRIAP1Stat 3

scramble control

miR-125b-5p

JEV

- + - - + - - + -

- +- - +- - +-

- ++ - ++ - ++

*
**

*
** * **

Figure 6. MiR-125b-5p targeted the six predicted genes, as demonstrated in luciferase reporter assays.
Diagrams of the dual-luciferase reporter plasmids (pmirGLO vector; Table S3) and the microRNA
(miRNA) are shown on the top. The activity was evaluated by the insertion of miRNA target sites
at the 3′-UTR of the firefly luciferase gene (luc) and Renilla luciferase acting as a control reporter
for normalization. The deletion of the miRNA target site was used as a negative control. BHK-21
cells were co-transfected with 100 ng of a luciferase reporter construct containing a gene target or
the seed sequences deleted in conjunction with 0.5 nM of the miR-125b-5p mimic or the scramble
miRNA as a negative control. After 24 h, cells were lysed for a dual-luciferase assay. Data are shown
as means ± SD (n = 3). *: p-value < 0.05; **: p-value < 0.01; ***: p-value < 0.001 compared with the
scramble control and analyzed by Student’s t-test.
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Figure 7. The overexpression of miR125b-5p downregulated the target genes. BHK-21 cells were
transfected with miR-125b-5p or an miRNA scramble control. At 24 h post-transfection, cells were
infected with JEV at an MOI of 0.1. Total RNA was extracted at 48 hpt and analyzed by RT-qPCR. The
relative fold change was normalized to endogenous GAPDH RNA. *: p-value <0.05 in the comparison
between mock infection and acute JEV infection analyzed by Student’s t-test. **: p-value < 0.01 in com-
parison between the miRNA scramble control and miR125b-5p transfection in the JEV-infected cells.
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3. Discussion

Several miRNAs have been shown to play crucial roles during the JEV life cycle, but
direct evidence for the role of miRNAs in persistence has yet to be defined. In this study,
we observed that miRNAs were differentially expressed in persistently JEV-infected cells.
Fourteen miRNAs were upregulated (Table 1), and among these, we focused on the most
significantly increased one, miR-125b-5p. The upregulation of miR-125b-5p was not appar-
ent after JEV infection in the acute phase and became highly abundant in the persistently
infected cells (Figures 1 and 2), indicating that miR-125b-5p correlates with viral persistence.
Persistent infection has been previously reported for several flaviviruses [4,37,38]. It has
been shown that DENV could establish a life-long persistent infection in mosquitoes [39]. A
global miRNA profile in a mosquito C6/36 cell line persistently infected with DENV2 was
examined, and the differential expression of miRNAs involved in several cellular pathways
was found [40]. Nevertheless, miR125b-5p was not reported in these studies. Chen et al.
examined the differentially expressed miRNA levels of JEV P3-infected human astrocytoma
cells (U251) and found a slight reduction of miR-125b-5p in acute infection [28]. However,
persistent infection was not examined in the study. Different cell types may contribute to
distinct results. Furthermore, they obtained their miRNA profile with a high throughput
miRNA sequencer, whereas we employed an nCounter miRNA array kit to obtain miRNA
differentially expressed profiles. The NanoString nCounter platform relies on base pairing
and does not require the amplification of target molecule [41]. We also noticed that the
expression level of miR-125b-5p increased by more than 10-fold with the nCounter miRNA
array and Northern blot analysis, but we only observed an approximately 3-fold increase
with RT-qPCR (Table 1 and Figure 1). Some possible explanations for this discrepancy were
the close sequence similarity between miR-125 family and that the hybridization may have
also detected miR-125a-5p (5′-ucccugagacccuuuaaccuguga-3′; the base differences from
miR-125b-5p are underlined).

The miR-125b family has been shown to regulate many cellular processes [42]. For ex-
ample, miR-125b-5p was found to suppress proliferation and invasion in gastric cancer [43].
Conversely, miRNA-125b promotes glioblastoma proliferation and survival [44]. Addi-
tionally, miR-125b is a negative regulator of p53- and p53-induced apoptosis [45]. These
controversial reports indicate that miR-125b may play dual roles in apoptosis that could
either increase or reduce cell survival under different conditions or in various tissues by
targeting versatile genes. It has been shown that miR125b-5p could prevent the apoptosis
and necrosis of endothelial cells under oxidative stress by regulating the SMAD4-related
pathway [46]. In contrast, miR-125b-5p was found to promote the apoptosis of synovial
cells by targeting the synoviolin 1 (SYVN1) gene that encodes a protein involved in endo-
plasmic reticulum-associated degradation [47]. Because miR-125b-5p was highly expressed
in the persistently infected cells, we hypothesized that miR-125b-5p may block apoptosis
in persistently infected cells, thus contributing to the establishment of a persistent infection.
We previously showed that persistently JEV-infected cells showed a slow growth rate [6].
Whether miR-125b-5p participates in the regulation of cell proliferation or the inhibition
of cell apoptosis that may contribute to the slow growth rate of persistently infected cells
remains to be determined.

Several regulators have been reported as the direct targets of miR-125b-5p [48–52].
Ppp1ca, Stat3, Jund, Bak1, Map2k7, and TRIAP1 were analyzed in this study. The expres-
sion levels of these genes were upregulated in acutely infected cells, whereas all decreased
in the persistently infected cells when miR-125b-5p was upregulated (Figure 5a). These
targets were further verified using a luciferase reporter assay (Figure 6). Furthermore, the
transfecting of an miR-125b-5p mimic into the JEV-infected cells significantly reduced the
expression Stat3, Map2k7, and TRIAP1 (Figure 7). These results indicated that these genes
are indeed targets of miR-125p-5p.

Ppp1ca is one of the three catalytic subunits of protein phosphatase 1, which is essential
for cellular metabolism, transcription, and cell cycle progression [53]. It has been shown
that the upregulation of miR-125b induces tau hyperphosphorylation in Alzheimer’s
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disease by targeting Ppp1ca phosphatase [54]. Ppp1ca is also associated with protein
kinase R (PKR), the host interferon (IFN)-induced antiviral and antiproliferative responsive
protein [55]. Stat3 is a member of the STAT protein family, which is activated through
tyrosine phosphorylation by cytokine receptor-associated kinases. Stat3 plays a key role
in many cellular processes such as cell growth and apoptosis [56]. It has been shown that
miR-125b-5p displays a tumor-suppressive role via targeting STAT3 [57]. These reports
imply that both phosphorylating and dephosphorylating proteins could be regulated by
miR-125b-5p and control the development of persistent infection.

The proper regulation of cell proliferation and apoptosis is likely required to maintain
cell homeostasis. JunD is a versatile AP-1 transcription factor that exerts a pivotal role
in cellular growth control [58]. Bak1 is a protein that acts as an apoptotic regulator and
is involved in various cellular activities [59]. It has been shown that the mitochondrial
antiviral signaling protein (MAVS) is critical for virus-induced apoptosis. MAVS recruits
Map2k7 onto mitochondria and activates the apoptosis pathway [36]. Map2k7 was shown
to be upregulated in triple-negative breast cancer (TNBC) and negatively correlated with
the level of miR-125b [35]. The tumor protein p53-regulating inhibitor of apoptosis 1
(TRIAP1) is an apoptosis inhibitor that blocks the formation of the apoptosome and caspase-
9 activation [60]. The antiapoptotic protein repressed by miR-125b-5p has indicated that
apoptosis could be induced by TRIAP1 repression. Although the induction of apoptosis
seems contradictory for persistent infection, miR-125b-5p is a multifunctional regulator
and may simultaneously regulate numerous genes, suggesting that the establishment of
persistent infection may involve several cellular pathways. TRIAP1 could be one of the
negative regulators. Recently, TRIAP1 was demonstrated to be the target of miR-125b-
5p in the regulation of apoptosis and inflammatory response in interleukin-1β-induced
cells [30]. Nevertheless, further studies will be required to dissect the detailed mechanisms
of miR-125b-5p in the regulation of these genes involved in persistent infection.

The miR-125b-5p level was found to be elevated in the serum of patients with chronic
hepatitis B virus (HBV) infection, which resulted in the inhibition of the detection of HBV
surface antigen [61]. Furthermore, the ectopic expression of miR-125b was found to inhibit
the secretion of HBsAg and HBeAg by targeting the sodium channel, non-voltage-gated 1
alpha (SCNN1A) gene [62]. MiR-125b-5p also targets the LIN28B/let-7 axis to stimulate
HBV replication at a post-transcriptional step [63]. It has also been shown that miR-
125b reduced the replication of the porcine reproductive and respiratory syndrome virus
(PRRSV) by negatively regulating the NF-κB pathway rather than by directly targeting the
PRRSV genome [64]. These findings were somewhat similar to our observations. Though
the miR-125b-5p was predicted to target the JEV genome in the regions of E, NS3, NS4B,
and NS5 according to the ViTA database, the inhibition only led to a 14%–23% reduction
on the viral genome and a 0.7–2.4-fold decrease of viral titers by transfecting the miR-125b-
5p mimic (Figure 4). This inhibition may have resulted from the targeting host mRNAs
reaching a balance between virus offense and host defense, thus potentially leading to the
establishment of a persistent infection.

Numerous studies have suggested that both viral and host miRNAs in infected cells
could indirectly regulate viruses through many pathways that could either enhance or
reduce viral replication and determine the survival of infected cells [17]. We postulate
that the possible mechanism(s) of viral persistence could be (i) the downregulation of
viral RNA replication, (ii) the suppressing of the apoptosis of host cells, and (iii) the
blocking host cell antiviral mechanisms. Since miR-125b-5p targets both viral genome and
host gene expression, it could be a key regulator that provides a balance between virus
replication and host antiviral responses. This balance has the added benefits of a persistent
infection. Elucidating miRNA functions through the identification of targets could serve as
a basis for future antiviral therapeutic development. We found that the high expression
of the multifunctional miR-125b-5p correlated with persistent infection, which is crucial
for elucidating JEV pathogenesis. In conclusion, our data suggested that the upregulation
of miR125b-5p in persistently JEV-infected cells not only can regulate a number of genes
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involved in cellular signaling pathways associated with the apoptosis and controlling of
cell growth but also inhibit viral replication. This is the first report characterizing miRNAs
in persistent JEV infection.

4. Materials and Methods
4.1. Cells and Viruses

Baby hamster kidney (BHK-21) cells were cultured in RPMI 1640 supplemented with
2% fetal bovine serum (FBS; Gibco, Waltham, MA, USA) at 37 ◦C and 5% CO2. The JEV
strain RP-9 (GenBank accession No. AF014161), a variant of NT109 originally isolated from
Culex tritaeniorhynchus, was used in this study.

4.2. Plaque Assay

The titration of infectious virus was performed as previously described [6]. Briefly,
serial 10-fold dilutions of the virus were added to a monolayer of BHK-21 cells in a 6-well
plate. After 1 hr of adsorption, the unbound viruses were removed and the cells were
gently washed with PBS and overlaid with a growth medium containing 1% SeaKem LE
agarose (Lonza, Basel, Switzerland). After 48 hrs of incubation at 37 ◦C, the cells were fixed
with 2% formaldehyde for 30 min, and the formaldehyde/agarose was gently removed.
The fixed cells were stained with staining solution (0.5% crystal violet, 1.85% formaldehyde,
50% ethanol, and 0.85% NaCl) for 10 min and washed with deionized water. Viral titers
were determined as plaque-forming units per milliliter (PFU/mL) for each viral stock.

4.3. Establishment of Persistently JEV-Infected BHK-21 Cell Line

The establishment of the persistently infected BHK-21 cells was carried out as pre-
viously described [6]. Briefly, the supernatant fluid containing DI particles from the 20th
passage (P20) of persistently infected cells was used to infect fresh BHK-21 cells. Approxi-
mately 5% of the infected cells survived at 7 days post-infection. The re-fed surviving cells
continued to grow to confluence by 20 days post-infection. Then, these cells were passaged
and divided into two parts. One part of the cells was used for RNA extraction (P1), the
other part of the cells continued for cell passage, and the RNAs were extracted at four-day
intervals (P2–P10).

4.4. MicroRNA Profiling and Selection of Distinctive miRNAs Using a nCounter miRNA Array
System

We employed the NanoString nCounter Mouse miRNA Expression Assay Kit (http://
www.nanostring.com, accessed on 12 April 2021) to profile 600 mouse miRNAs. Equivalent
amounts of RNA (100 ng) were prepared for the nCounter miRNA reactions according
to the manufacturer’s instructions (NanoString Technologies, Seattle, WA, USA), and the
detailed protocol was described previously [65]. Briefly, a specific DNA tag designed to
normalize the Tms of each mature miRNA was ligated onto the 3’ end of the prepared small
RNA samples and to provide unique identification for each miRNA. These RNAs were
then hybridized with reporter probes, followed by their elongation and immobilization
onto the imaging surface and analyzed by the nCounter digital analyzer. The normalization
of expression counts of miRNAs was calculated by using the nSolver Analysis (version
1.1) software. Distinctively expressed miRNAs expressed from the nCounter analysis were
selected. Briefly, each normalized miRNA was converted into a Log2 value. The Log2 value
of the miRNA from the acute or persistent JEV infections with a more-than 2-fold or less
than 0.5-fold difference than the Log2 value from the uninfected samples was grouped into
JEV-regulated miRNAs. The miRNAs specifically expressed in the JEV-infected samples
from persistent infections were selected if they had an approximate 2-fold expression level
difference with the miRNA expression level of the sample from the acute infections.

http://www.nanostring.com
http://www.nanostring.com
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4.5. RNA Extraction and Northern Blot Analysis of microRNAs

Small RNAs were extracted using specific isolation kits (mirVana, Thermo Fisher Sci-
entific, Waltham, MA, USA) according to the manufacturer’s instructions. The amount of
15 µg of total RNA was dissolved in 15 µL of DEPC-treated water and mixed with 15 µL of
RNA-loading dye (98% formamide, 10 mM EDTA, 0.1% xylene cyanol, and 0.1% bromophe-
nol blue). The mixture was heated at 90 ◦C for 10 min and chilled rapidly on ice for 3 min.
The denatured samples were separated by gel electrophoresis on a 12% polyacrylamide gel
containing 8 M urea in TBE at 400 V for one and half hours. After electrophoresis, samples
were transferred to a Hybond-N+ membrane (GE Life Sciences, Chicago, IL, USA) using a
semi-dry transfer cell (Bio-Rad, Hercules, CA, USA). The membrane was crosslinked with
a UV crosslinker. Riboprobes were synthesized by in vitro transcription. DNA templates
used for in vitro transcription were made by annealing two synthetic oligonucleotides with
complementary sequences of the T7 promoter (Table S2). Two oligonucleotides, the T7
promoter TOP primer (200 µM and 0.55 µL) and the miR-125b-5p primer (100 µM and
0.55 µL) were mixed, denatured at 95 ◦C for 3 min, and cooled down at room temperature
for 20 min. RNA was transcribed using Riboprobe in vitro transcription systems (Promega,
Madison, WI, USA), according to the manufacturer’s instructions. RNA transcripts were
radiolabeled with [α-32P] UTP (10 µCi/µL, 5 µL) and incubated at 37 ◦C for 1 hr. RQ1
RNase-free DNase (Promega) was added to remove the DNA template and then incubated
at 37 ◦C for 15 min. DEPC-treated H2O (80 µL) was added to a G-25 column (GE Life
Sciences) and centrifuged at 700× g for 1 min to remove the preserved buffer. The reaction
mixture was supplemented with DEPC-treated water to a final volume 100 µL, transferred
to a G-25 column, and centrifuged at 700× g for 2 min to remove the unincorporated ra-
dioactivity. The riboprobe was transferred into the hybridization buffer or stored at−80 ◦C.
The RNA sample on the membrane was prehybridized with a hybridization buffer (0.36 M
Na2HPO4, 0.14 M NaH2PO4, 1 mM EDTA, 10% SDS, 25% formamide, and 0.1 mg/mL
salmon testes DNA) for 1 h at 55 ◦C. The riboprobe was denatured at 95 ◦C for 5 min,
chilled on ice for 3 min, and then transferred to hybridization buffer. The prehybridization
buffer was removed and replaced with a fresh hybridization buffer containing a denatured
riboprobe. Hybridization was carried out at 55 ◦C overnight. Post-hybridization wash was
done by washing with buffer I (4× SSPE and 4% SDS) twice at 50 ◦C for 20 min and then
twice with buffer II (0.1×X SSC and 0.5% SDS) at 50 ◦C for 5 min. The miR125b-5p-specific
bands were exposed to a phosphorimaging plate (GE Life Sciences) for 1 day and visualized
by a Typhoon FLA 9500 analyzer (GE Life Sciences).

4.6. qPCR

(I) For RT-qPCR of miRNAs, total RNA was reverse-transcribed by stem-loop pulsed
reverse transcription [66]. Total RNAs (300 ng each) were mixed with 0.5 µL of 10 mM
dNTPs and 1 µL of stem-loop RT primer (1 µM; Table S1), and then they were supplemented
with DEPC-treated water to 12.65 µL. The mixture was heated to 65 ◦C for 5 min and
chilled on ice for 2 min, followed by being briefly centrifuged. Four microliters of a 5×
First-Strand cDNA buffer, 2 µL of 0.1 M DTT, 0.1 µL of RNase OUT (40 units/µL), and
0.25 µL of SuperScript III RT (200 units/µL, Invitrogen, Carlsbad, CA, USA) were added
and incubated for 30 min at 16 ◦C, followed by pulsed RT for 60 cycles at 30 ◦C for 30 sec,
42 ◦C for 30 sec, and 50 ◦C for 1 sec. The mixture was then incubated at 85 ◦C for 5 min
to inactivate the reverse transcriptase. (II) For the RT-qPCR of cellular mRNAs, the total
RNAs and oligo (dT)18 (10 µM) were mixed to a final volume of 10 µL. The mixture was
incubated at 65 ◦C for 5 min and chilled on ice. Four microliters of the 5× Reaction Buffer,
2 µL of dNTP (10 mM), and 0.5 µL of MMLV reverse transcriptase (200 units/µL; Promega)
were added and incubated at 42 ◦C for 1 h. The reaction was terminated by heating at
70 ◦C for 10 min to inactivate the reverse transcriptase. Relative quantitative RT-PCR was
performed using SsoFast™ EvaGreen Supermix (Bio-Rad, Hercules, CA, USA) according
to the manufacturer’s instructions. One µL of synthesized cDNA, 0.5 µL of forward and
reverse primers (10 µM each), 3 µL of ddH2O, and 5 µL of EvaGreen Supermix were gently
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mixed. The samples were heated at 98 ◦C for 2 min, followed by 40 cycles of 98 ◦C for
5 s, and 55 ◦C for 5 s using CFX96 Real-Time PCR Detection System (Bio-Rad, Hercules,
CA, USA). The relative expression of miRNAs was normalized to that of internal control
U6 small nuclear RNA within each sample using the 2−∆∆Ct method. The quantification
analysis of targeted genes was determined by the same method using PCR primers and
18S rRNA as an internal control, as described in Table S1. The accession number of the
target genes and the control sequences used in this study are indicated in Table S1.

4.7. Transfection of miR-125b-5p and MTT Assay

BHK-21 cells (3 × 104 cells/well) were seeded in 12-well culture plates and incubated
overnight. The cells were transfected with the miR-125b-5p mimic (Exiqon, Germantown,
MD, USA) at final concentrations of 0.2, 0.5, 1, 5, and 25 nM, with 1 µL of Lipofectamine
2000 reagent (Invitrogen) for each well in Opti-MEM, according to the manufacturer’s
protocol. Cell viability was determined at 48 h post-transfection by the conversion of
thiazolyl blue, 3-(4,5-dimethylthiazol-2-yl)-2,5-diphenyl tetrazolium bromide (MTT) to
blue formazan crystals. An MTT reagent (500 µL; 0.5 mg/mL, Life Technologies, Carlsbad,
CA, USA) was added into each well and incubated at 37 ◦C for 3 hrs. The reagent was
removed, formazan crystals were dissolved in 500 µL dimethyl sulfoxide (DMSO, Sigma-
Aldrich, St. Louis, MO, USA), and the optical density at 570 nm of 100 µL aliquots was
measured by Multiskan™ GO Microplate Spectrophotometer (Thermo Fisher Scientific).
Values were expressed as a percentage relative to those obtained in scrambled siRNA
control. Assays were performed in triplicate.

4.8. Prediction and Cloning of miR-125b-5p Target Sequences

Bioinformatics software TargetScan (http://www.targetscan.org/, accessed on
12 April 2021) and miRTarBase (http://mirtarbase.mbc.nctu.edu.tw/index.php, accessed
on 12 April 2021) were used to predict the potential targets of miR-125b-5p. Synthetic
oligonucleotides containing the target sequences of predicted genes were listed in Table S1.
Forward and reverse primers (1 µg/µL, 2 µL) of each gene were annealed in 46 µL of an
Oligo Annealing Buffer (Promega) and heated at 90 ◦C for 3 min, followed by incubat-
ing at 37 ◦C for 15 min. The annealed oligonucleotide DNA fragments containing PmeI
and XbaI restriction enzyme sites were cloned into the pmirGLO vector (Promega) by T4
DNA ligase (Yeastern Biotech, Taipei, Taiwan) (Table S3). All clones were validated by
DNA sequencing.

4.9. Western Blot Analysis

Two significantly differentially expressed proteins were confirmed by Western blots.
Equal amounts of proteins from acutely or persistently infected cells (10 µg) were separated
on SDS-10% PAGE for Western blot analysis using anti-Stat3 (Cell Signaling Technol-
ogy, Danvers, MA, USA), anti-Map2k7 (Sigma-Aldrich), or anti-β-actin (Sigma-Aldrich,
St. Louis, MO, USA) antibodies. Signals were revealed using a chemiluminescence kit (ECL.
Amersham Parmacia Biotech, UK) and visualized using a luminescent image analyzer
(LAS-3000, Fujifilm).

4.10. Luciferase Reporter Assay

For luciferase reporter assay, BHK-21 cells (1× 105 cells/well) were cultured in 12-well
plates and transfected with 100 ng/well of the indicated reporter constructs (pmirGLO
vector alone, pmirGLO-containing target genes, or pmirGLO-containing mismatch of target
genes) in conjunction with a 0.5 nM miR-125b-5p mimic (Exiqon) or 0.5 nM scrambled
miRNA (Exiqon) as a negative control using 2 µL of Lipofectamine 2000 (Invitrogen) ac-
cording to the manufacturer’s protocol. At 24 h post-transfection, the cells were washed
with PBS and lysed with 250 µL of a Passive Lysis Buffer (Promega), and cell extracts
were subjected to the luciferase assay using a dual-luciferase assay system (Promega).
After brief centrifugation (10,000× g for 30 s), 20 µL of supernatant were transferred into

http://www.targetscan.org/
http://mirtarbase.mbc.nctu.edu.tw/index.php
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a tube containing 100 µL Luciferase Assay Reagent II (LAR II) and mixed by pipetting.
Firefly luciferase (FLuc) activities were determined in a 20/20 luminometer (Turner Biosys-
tems). Subsequently, 100 µL of Stop & Glo Reagent were added to determine Renilla
luciferase activity. Relative luciferase activity was calculated by normalizing the ratio of
Firefly/Renilla luciferase.

4.11. Statistical Analysis

Changes in RT-qPCR, virus titers, and luciferase activity were analyzed by Student’s
t-test. p-values of less than 0.05 were considered significant.

Supplementary Materials: The following are available online at https://www.mdpi.com/article/
10.3390/ijms22084218/s1, Table S1: Accession number of the genes and the sequences used in this
study, Table S2: Oligonucleotides used in this study, Table S3: Plasmid DNA used in this study.

Author Contributions: R.-Y.C. conceived and designed the experiments; C.-W.H. and K.-N.T. per-
formed the experiments; C.-W.H. and Y.-S.C. analyzed the data; C.-W.H. and R.-Y.C. wrote the paper.
All authors have read and agreed to the published version of the manuscript.

Funding: This research was supported in part by grants from the Ministry of Science and Technology
(MOST 107-2320-B-259-002) and the Chang Gung Memorial Hospital Research Fund (CMRPD1K0252)
in Taiwan.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Acknowledgments: We thank Robert Yung-Liang Wang for technical assistance and many help-
ful discussions.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Unni, S.K.; Ruzek, D.; Chhatbar, C.; Mishra, R.; Johri, M.K.; Singh, S.K. Japanese encephalitis virus: From genome to infectome.

Microbes Infect. 2011, 13, 312–321. [CrossRef]
2. Banerjee, A.; Tripathi, A. Recent advances in understanding Japanese encephalitis. F1000Research 2019, 8, 1915. [CrossRef]
3. Randall, R.E.; Griffin, D.E. Within host RNA virus persistence: Mechanisms and consequences. Curr. Opin. Virol. 2017, 23, 35–42.

[CrossRef]
4. Mlera, L.; Melik, W.; Bloom, M.E. The role of viral persistence in flavivirus biology. Pathog. Dis. 2014, 71, 137–163. [CrossRef]
5. Yoon, S.W.; Lee, S.Y.; Won, S.Y.; Park, S.H.; Park, S.Y.; Jeong, Y.S. Characterization of homologous defective interfering RNA

during persistent infection of Vero cells with Japanese encephalitis virus. Mol. Cells 2006, 21, 112–120.
6. Tsai, K.N.; Tsang, S.F.; Huang, C.H.; Chang, R.Y. Defective interfering RNAs of Japanese encephalitis virus found in mosquito

cells and correlation with persistent infection. Virus Res. 2007, 124, 139–150. [CrossRef]
7. Park, S.Y.; Choi, E.; Jeong, Y.S. Integrative effect of defective interfering RNA accumulation and helper virus attenuation is

responsible for the persistent infection of Japanese encephalitis virus in BHK-21 cells. J. Med Virol. 2013, 85, 1990–2000. [CrossRef]
[PubMed]

8. Winter, J.; Jung, S.; Keller, S.; Gregory, R.I.; Diederichs, S. Many roads to maturity: MicroRNA biogenesis pathways and their
regulation. Nat. Cell Biol. 2009, 11, 228–234. [CrossRef] [PubMed]

9. Lima, R.T.; Busacca, S.; Almeida, G.M.; Gaudino, G.; Fennell, D.A.; Vasconcelos, M.H. MicroRNA regulation of core apoptosis
pathways in cancer. Eur. J. Cancer 2011, 47, 163–174. [CrossRef] [PubMed]

10. Zhang, B.; Pan, X.; Cobb, G.P.; Anderson, T.A. microRNAs as oncogenes and tumor suppressors. Dev. Biol. 2007, 302, 1–12.
[CrossRef] [PubMed]

11. Bueno, M.J.; Malumbres, M. MicroRNAs and the cell cycle. Biochim. Biophys. Acta 2011, 1812, 592–601. [CrossRef]
12. Ivey, K.N.; Srivastava, D. MicroRNAs as regulators of differentiation and cell fate decisions. Cell Stem Cell 2010, 7, 36–41.

[CrossRef] [PubMed]
13. Raisch, J.; Darfeuille-Michaud, A.; Nguyen, H.T. Role of microRNAs in the immune system, inflammation and cancer. World J.

Gastroenterol. 2013, 19, 2985–2996. [CrossRef] [PubMed]
14. Mishra, R.; Kumar, A.; Ingle, H.; Kumar, H. The interplay between viral-derived miRNAs and host immunity during infection.

Front. Immunol. 2019, 10, 3079. [CrossRef] [PubMed]
15. Zhuo, Y.; Gao, G.; Shi, J.A.; Zhou, X.; Wang, X. miRNAs: Biogenesis, origin and evolution, functions on virus-host interaction.

Cell. Physiol. Biochem. 2013, 32, 499–510. [CrossRef] [PubMed]

https://www.mdpi.com/article/10.3390/ijms22084218/s1
https://www.mdpi.com/article/10.3390/ijms22084218/s1
http://doi.org/10.1016/j.micinf.2011.01.002
http://doi.org/10.12688/f1000research.19693.1
http://doi.org/10.1016/j.coviro.2017.03.001
http://doi.org/10.1111/2049-632X.12178
http://doi.org/10.1016/j.virusres.2006.10.013
http://doi.org/10.1002/jmv.23665
http://www.ncbi.nlm.nih.gov/pubmed/23861255
http://doi.org/10.1038/ncb0309-228
http://www.ncbi.nlm.nih.gov/pubmed/19255566
http://doi.org/10.1016/j.ejca.2010.11.005
http://www.ncbi.nlm.nih.gov/pubmed/21145728
http://doi.org/10.1016/j.ydbio.2006.08.028
http://www.ncbi.nlm.nih.gov/pubmed/16989803
http://doi.org/10.1016/j.bbadis.2011.02.002
http://doi.org/10.1016/j.stem.2010.06.012
http://www.ncbi.nlm.nih.gov/pubmed/20621048
http://doi.org/10.3748/wjg.v19.i20.2985
http://www.ncbi.nlm.nih.gov/pubmed/23716978
http://doi.org/10.3389/fimmu.2019.03079
http://www.ncbi.nlm.nih.gov/pubmed/32038626
http://doi.org/10.1159/000354455
http://www.ncbi.nlm.nih.gov/pubmed/24008513


Int. J. Mol. Sci. 2021, 22, 4218 15 of 16

16. Tycowski, K.T.; Guo, Y.E.; Lee, N.; Moss, W.N.; Vallery, T.K.; Xie, M.; Steitz, J.A. Viral noncoding RNAs: More surprises. Genes
Dev. 2015, 29, 567–584. [CrossRef]

17. Gottwein, E.; Cullen, B.R. Viral and cellular microRNAs as determinants of viral pathogenesis and immunity. Cell Host Microbe
2008, 3, 375–387. [CrossRef]

18. Vojtechova, Z.; Tachezy, R. The role of miRNAs in virus-mediated oncogenesis. Int. J. Mol. Sci. 2018, 19, 1217. [CrossRef]
19. Trobaugh, D.W.; Klimstra, W.B. MicroRNA regulation of RNA virus replication and pathogenesis. Trends Mol. Med. 2017, 23,

80–93. [CrossRef]
20. Bavia, L.; Mosimann, A.L.; Aoki, M.N.; Duarte Dos Santos, C.N. A glance at subgenomic flavivirus RNAs and microRNAs in

flavivirus infections. Virol. J. 2016, 13, 84. [CrossRef]
21. Hussain, M.; Asgari, S. MicroRNA-like viral small RNA from Dengue virus 2 autoregulates its replication in mosquito cells. Proc.

Natl. Acad. Sci. USA 2014, 111, 2746–2751. [CrossRef]
22. Hussain, M.; Torres, S.; Schnettler, E.; Funk, A.; Grundhoff, A.; Pijlman, G.P.; Khromykh, A.A.; Asgari, S. West Nile virus encodes

a microRNA-like small RNA in the 3’ untranslated region which up-regulates GATA4 mRNA and facilitates virus replication in
mosquito cells. Nucleic Acids Res. 2012, 40, 2210–2223. [CrossRef] [PubMed]

23. Ashraf, U.; Zhu, B.; Ye, J.; Wan, S.; Nie, Y.; Chen, Z.; Cui, M.; Wang, C.; Duan, X.; Zhang, H.; et al. MicroRNA-19b-3p modulates
japanese encephalitis virus-mediated inflammation via targeting RNF11. J. Virol. 2016, 90, 4780–4795. [CrossRef] [PubMed]

24. Thounaojam, M.C.; Kundu, K.; Kaushik, D.K.; Swaroop, S.; Mahadevan, A.; Shankar, S.K.; Basu, A. MicroRNA 155 regulates
Japanese encephalitis virus-induced inflammatory response by targeting Src homology 2-containing inositol phosphatase 1. J.
Virol. 2014, 88, 4798–4810. [CrossRef] [PubMed]

25. Zhu, B.; Ye, J.; Ashraf, U.; Li, Y.; Chen, H.; Song, Y.; Cao, S. Transcriptional regulation of miR-15b by c-Rel and CREB in Japanese
encephalitis virus infection. Sci. Rep. 2016, 6, 22581. [CrossRef] [PubMed]

26. Thounaojam, M.C.; Kaushik, D.K.; Kundu, K.; Basu, A. MicroRNA-29b modulates Japanese encephalitis virus-induced microglia
activation by targeting tumor necrosis factor alpha-induced protein 3. J. Neurochem. 2014, 129, 143–154. [CrossRef]

27. Yang, S.; Pei, Y.; Li, X.; Zhao, S.; Zhu, M.; Zhao, A. miR-124 attenuates Japanese encephalitis virus replication by targeting DNM2.
Virol. J. 2016, 13, 105. [CrossRef]

28. Chen, Z.; Ye, J.; Ashraf, U.; Li, Y.; Wei, S.; Wan, S.; Zohaib, A.; Song, Y.; Chen, H.; Cao, S. MicroRNA-33a-5p modulates Japanese
encephalitis virus replication by targeting eukaryotic translation elongation factor 1A1. J. Virol. 2016, 90, 3722–3734. [CrossRef]

29. Li, W.; Cheng, P.; Nie, S.; Cui, W. miR-370 mimic inhibits replication of Japanese encephalitis virus in glioblastoma cells.
Neuropsychiatr. Dis. Treat. 2016, 12, 2411–2417. [PubMed]

30. Jie, J.; Xu, X.; Li, W.; Wang, G. Regulation of apoptosis and inflammatory response in interleukin-1beta-induced nucleus pulposus
cells by miR-125b-5p via targeting TRIAP1. Biochem. Genet. 2021, 59, 475–490. [CrossRef] [PubMed]

31. Li, Y.; Wang, Y.; Fan, H.; Zhang, Z.; Li, N. miR-125b-5p inhibits breast cancer cell proliferation, migration and invasion by
targeting KIAA1522. Biochem. Biophys. Res. Commun. 2018, 504, 277–282. [CrossRef]

32. Diao, W.; Lu, L.; Li, S.; Chen, J.; Zen, K.; Li, L. MicroRNA-125b-5p modulates the inflammatory state of macrophages via targeting
B7-H4. Biochem. Biophys. Res. Commun. 2017, 491, 912–918. [CrossRef]

33. Lu, R.; Zhang, Y.G.; Sun, J. STAT3 activation in infection and infection-associated cancer. Mol. Cell Endocrinol. 2017, 451, 80–87.
[CrossRef] [PubMed]

34. Zhang, L.; Li, J.; Wang, Q.; Meng, G.; Lv, X.; Zhou, H.; Li, W.; Zhang, J. The relationship between microRNAs and the STAT3-related
signaling pathway in cancer. Tumor Biol. 2017, 39, 1010428317719869. [CrossRef] [PubMed]

35. Hong, L.; Pan, F.; Jiang, H.; Zhang, L.; Liu, Y.; Cai, C.; Hua, C.; Luo, X.; Sun, J.; Chen, Z. miR-125b inhibited epithelial-mesenchymal
transition of triple-negative breast cancer by targeting MAP2K7. Onco. Targets Ther. 2016, 9, 2639–2648.

36. Huang, Y.; Liu, H.; Li, S.; Tang, Y.; Wei, B.; Yu, H.; Wang, C. MAVS-MKK7-JNK2 defines a novel apoptotic signaling pathway
during viral infection. PLoS Pathog. 2014, 10, e1004020. [CrossRef] [PubMed]

37. Ruckert, C.; Prasad, A.N.; Garcia-Luna, S.M.; Robison, A.; Grubaugh, N.D.; Weger-Lucarelli, J.; Ebel, G.D. Small RNA responses of
Culex mosquitoes and cell lines during acute and persistent virus infection. Insect Biochem. Mol. Biol. 2019, 109, 13–23. [CrossRef]

38. Sempere, R.N.; Arias, A. Establishment of a cell culture model of persistent flaviviral infection: Usutu virus shows sustained
replication during passages and resistance to extinction by antiviral nucleosides. Viruses 2019, 11, 560. [CrossRef]

39. Reyes-Ruiz, J.M.; Osuna-Ramos, J.F.; Bautista-Carbajal, P.; Jaworski, E.; Soto-Acosta, R.; Cervantes-Salazar, M.; Angel-Ambrocio,
A.H.; Castillo-Munguia, J.P.; Chavez-Munguia, B.; De Nova-Ocampo, M.; et al. Mosquito cells persistently infected with dengue
virus produce viral particles with host-dependent replication. Virology 2019, 531, 1–18. [CrossRef]

40. Avila-Bonilla, R.G.; Yocupicio-Monroy, M.; Marchat, L.A.; De Nova-Ocampo, M.A.; Del Angel, R.M.; Salas-Benito, J.S. Analysis of
the miRNA profile in C6/36 cells persistently infected with dengue virus type 2. Virus Res. 2017, 232, 139–151. [CrossRef]

41. Geiss, G.K.; Bumgarner, R.E.; Birditt, B.; Dahl, T.; Dowidar, N.; Dunaway, D.L.; Fell, H.P.; Ferree, S.; George, R.D.; Grogan, T.; et al.
Direct multiplexed measurement of gene expression with color-coded probe pairs. Nat. Biotechnol. 2008, 26, 317–325. [CrossRef]

42. Sun, Y.M.; Lin, K.Y.; Chen, Y.Q. Diverse functions of miR-125 family in different cell contexts. J. Hematol. Oncol. 2013, 6, 6.
[CrossRef]

43. Wu, S.; Liu, F.; Xie, L.; Peng, Y.; Lv, X.; Zhu, Y.; Zhang, Z.; He, X. miR-125b suppresses proliferation and invasion by targeting
MCL1 in gastric cancer. BioMed Res. Int. 2015, 2015, 365273. [CrossRef] [PubMed]

http://doi.org/10.1101/gad.259077.115
http://doi.org/10.1016/j.chom.2008.05.002
http://doi.org/10.3390/ijms19041217
http://doi.org/10.1016/j.molmed.2016.11.003
http://doi.org/10.1186/s12985-016-0541-3
http://doi.org/10.1073/pnas.1320123111
http://doi.org/10.1093/nar/gkr848
http://www.ncbi.nlm.nih.gov/pubmed/22080551
http://doi.org/10.1128/JVI.02586-15
http://www.ncbi.nlm.nih.gov/pubmed/26937036
http://doi.org/10.1128/JVI.02979-13
http://www.ncbi.nlm.nih.gov/pubmed/24522920
http://doi.org/10.1038/srep22581
http://www.ncbi.nlm.nih.gov/pubmed/26931521
http://doi.org/10.1111/jnc.12609
http://doi.org/10.1186/s12985-016-0562-y
http://doi.org/10.1128/JVI.03242-15
http://www.ncbi.nlm.nih.gov/pubmed/27703358
http://doi.org/10.1007/s10528-020-10009-8
http://www.ncbi.nlm.nih.gov/pubmed/33123835
http://doi.org/10.1016/j.bbrc.2018.08.172
http://doi.org/10.1016/j.bbrc.2017.07.135
http://doi.org/10.1016/j.mce.2017.02.023
http://www.ncbi.nlm.nih.gov/pubmed/28223148
http://doi.org/10.1177/1010428317719869
http://www.ncbi.nlm.nih.gov/pubmed/28859543
http://doi.org/10.1371/journal.ppat.1004020
http://www.ncbi.nlm.nih.gov/pubmed/24651600
http://doi.org/10.1016/j.ibmb.2019.04.008
http://doi.org/10.3390/v11060560
http://doi.org/10.1016/j.virol.2019.02.018
http://doi.org/10.1016/j.virusres.2017.03.005
http://doi.org/10.1038/nbt1385
http://doi.org/10.1186/1756-8722-6-6
http://doi.org/10.1155/2015/365273
http://www.ncbi.nlm.nih.gov/pubmed/26504803


Int. J. Mol. Sci. 2021, 22, 4218 16 of 16

44. Wu, N.; Lin, X.; Zhao, X.; Zheng, L.; Xiao, L.; Liu, J.; Ge, L.; Cao, S. MiR-125b acts as an oncogene in glioblastoma cells and inhibits
cell apoptosis through p53 and p38MAPK-independent pathways. Br. J. Cancer 2013, 109, 2853–2863. [CrossRef]

45. Le, M.T.; Teh, C.; Shyh-Chang, N.; Xie, H.; Zhou, B.; Korzh, V.; Lodish, H.F.; Lim, B. MicroRNA-125b is a novel negative regulator
of p53. Genes Dev. 2009, 23, 862–876. [CrossRef] [PubMed]

46. Wei, M.; Gan, L.; Liu, Z.; Kong, L.H.; Chang, J.R.; Chen, L.H.; Su, X.L. MiR125b-5p protects endothelial cells from apoptosis under
oxidative stress. Biomed. Pharmacother. 2017, 95, 453–460. [CrossRef] [PubMed]

47. Ge, F.X.; Li, H.; Yin, X. Upregulation of microRNA-125b-5p is involved in the pathogenesis of osteoarthritis by downregulating
SYVN1. Oncol. Rep. 2017, 37, 2490–2496. [CrossRef] [PubMed]

48. Zeng, C.W.; Zhang, X.J.; Lin, K.Y.; Ye, H.; Feng, S.Y.; Zhang, H.; Chen, Y.Q. Camptothecin induces apoptosis in cancer cells via
microRNA-125b-mediated mitochondrial pathways. Mol. Pharmacol. 2012, 81, 578–586. [CrossRef]

49. Le, M.T.; Shyh-Chang, N.; Khaw, S.L.; Chin, L.; Teh, C.; Tay, J.; O‘Day, E.; Korzh, V.; Yang, H.; Lal, A.; et al. Conserved regulation
of p53 network dosage by microRNA-125b occurs through evolving miRNA-target gene pairs. PLoS Genet. 2011, 7, e1002242.
[CrossRef] [PubMed]

50. Surdziel, E.; Cabanski, M.; Dallmann, I.; Lyszkiewicz, M.; Krueger, A.; Ganser, A.; Scherr, M.; Eder, M. Enforced expression of
miR-125b affects myelopoiesis by targeting multiple signaling pathways. Blood 2011, 117, 4338–4348. [CrossRef]

51. Zhou, M.; Liu, Z.; Zhao, Y.; Ding, Y.; Liu, H.; Xi, Y.; Xiong, W.; Li, G.; Lu, J.; Fodstad, O.; et al. MicroRNA-125b confers the
resistance of breast cancer cells to paclitaxel through suppression of pro-apoptotic Bcl-2 antagonist killer 1 (Bak1) expression. J.
Biol. Chem. 2010, 285, 21496–21507. [CrossRef]

52. Wu, L.; Fan, J.; Belasco, J.G. MicroRNAs direct rapid deadenylation of mRNA. Proc. Natl. Acad. Sci. USA 2006, 103, 4034–4039.
[CrossRef]

53. Mi, J.; Guo, C.; Brautigan, D.L.; Larner, J.M. Protein phosphatase-1alpha regulates centrosome splitting through Nek2. Cancer Res.
2007, 67, 1082–1089. [CrossRef]

54. Banzhaf-Strathmann, J.; Benito, E.; May, S.; Arzberger, T.; Tahirovic, S.; Kretzschmar, H.; Fischer, A.; Edbauer, D. MicroRNA-125b
induces tau hyperphosphorylation and cognitive deficits in Alzheimer‘s disease. EMBO J. 2014, 33, 1667–1680. [CrossRef]

55. Tan, S.L.; Tareen, S.U.; Melville, M.W.; Blakely, C.M.; Katze, M.G. The direct binding of the catalytic subunit of protein phosphatase
1 to the PKR protein kinase is necessary but not sufficient for inactivation and disruption of enzyme dimer formation. J. Biol.
Chem. 2002, 277, 36109–36117. [CrossRef]

56. Tkach, M.; Rosemblit, C.; Rivas, M.A.; Proietti, C.J.; Diaz Flaque, M.C.; Mercogliano, M.F.; Beguelin, W.; Maronna, E.; Guzman, P.;
Gercovich, F.G.; et al. p42/p44 MAPK-mediated Stat3Ser727 phosphorylation is required for progestin-induced full activation of
Stat3 and breast cancer growth. Endocr. Relat. Cancer 2013, 20, 197–212. [CrossRef] [PubMed]

57. Zhang, C.; Wan, X.; Tang, S.; Li, K.; Wang, Y.; Liu, Y.; Sha, Q.; Zha, X.; Liu, Y. miR-125b-5p/STAT3 pathway regulated by mTORC1
plays a critical role in promoting cell proliferation and tumor growth. J. Cancer 2020, 11, 919–931. [CrossRef] [PubMed]

58. Hernandez, J.M.; Floyd, D.H.; Weilbaecher, K.N.; Green, P.L.; Boris-Lawrie, K. Multiple facets of junD gene expression are atypical
among AP-1 family members. Oncogene 2008, 27, 4757–4767. [CrossRef]

59. Borner, C. The Bcl-2 protein family: Sensors and checkpoints for life-or-death decisions. Mol. Immunol. 2003, 39, 615–647.
[CrossRef]

60. Adams, C.; Cazzanelli, G.; Rasul, S.; Hitchinson, B.; Hu, Y.; Coombes, R.C.; Raguz, S.; Yague, E. Apoptosis inhibitor TRIAP1 is a
novel effector of drug resistance. Oncol. Rep. 2015, 34, 415–422. [CrossRef] [PubMed]

61. Ninomiya, M.; Kondo, Y.; Kimura, O.; Funayama, R.; Nagashima, T.; Kogure, T.; Morosawa, T.; Tanaka, Y.; Nakayama, K.;
Shimosegawa, T. The expression of miR-125b-5p is increased in the serum of patients with chronic hepatitis B infection and
inhibits the detection of hepatitis B virus surface antigen. J. Viral Hepat. 2016, 23, 330–339. [CrossRef]

62. Zhang, Z.; Chen, J.; He, Y.; Zhan, X.; Zhao, R.; Huang, Y.; Xu, H.; Zhu, Z.; Liu, Q. miR-125b inhibits hepatitis B virus expression
in vitro through targeting of the SCNN1A gene. Arch. Virol. 2014, 159, 3335–3343. [CrossRef]

63. Deng, W.; Zhang, X.; Ma, Z.; Lin, Y.; Lu, M. MicroRNA-125b-5p mediates post-transcriptional regulation of hepatitis B virus
replication via the LIN28B/let-7 axis. RNA Biol. 2017, 14, 1389–1398. [CrossRef] [PubMed]

64. Wang, D.; Cao, L.; Xu, Z.; Fang, L.; Zhong, Y.; Chen, Q.; Luo, R.; Chen, H.; Li, K.; Xiao, S. MiR-125b reduces porcine reproductive
and respiratory syndrome virus replication by negatively regulating the NF-kappaB pathway. PLoS ONE 2013, 8, e55838.

65. Wang, R.Y.; Weng, K.F.; Huang, Y.C.; Chen, C.J. Elevated expression of circulating miR876–5p is a specific response to severe
EV71 infections. Sci. Rep. 2016, 6, 24149. [CrossRef]

66. Varkonyi-Gasic, E.; Wu, R.; Wood, M.; Walton, E.F.; Hellens, R.P. Protocol: A highly sensitive RT-PCR method for detection and
quantification of microRNAs. Plant. Methods 2007, 3, 12. [CrossRef] [PubMed]

http://doi.org/10.1038/bjc.2013.672
http://doi.org/10.1101/gad.1767609
http://www.ncbi.nlm.nih.gov/pubmed/19293287
http://doi.org/10.1016/j.biopha.2017.08.072
http://www.ncbi.nlm.nih.gov/pubmed/28865365
http://doi.org/10.3892/or.2017.5475
http://www.ncbi.nlm.nih.gov/pubmed/28260078
http://doi.org/10.1124/mol.111.076794
http://doi.org/10.1371/journal.pgen.1002242
http://www.ncbi.nlm.nih.gov/pubmed/21935352
http://doi.org/10.1182/blood-2010-06-289058
http://doi.org/10.1074/jbc.M109.083337
http://doi.org/10.1073/pnas.0510928103
http://doi.org/10.1158/0008-5472.CAN-06-3071
http://doi.org/10.15252/embj.201387576
http://doi.org/10.1074/jbc.M205109200
http://doi.org/10.1530/ERC-12-0194
http://www.ncbi.nlm.nih.gov/pubmed/23329648
http://doi.org/10.7150/jca.33696
http://www.ncbi.nlm.nih.gov/pubmed/31949495
http://doi.org/10.1038/onc.2008.120
http://doi.org/10.1016/S0161-5890(02)00252-3
http://doi.org/10.3892/or.2015.3988
http://www.ncbi.nlm.nih.gov/pubmed/25998939
http://doi.org/10.1111/jvh.12522
http://doi.org/10.1007/s00705-014-2208-y
http://doi.org/10.1080/15476286.2017.1293770
http://www.ncbi.nlm.nih.gov/pubmed/28267418
http://doi.org/10.1038/srep24149
http://doi.org/10.1186/1746-4811-3-12
http://www.ncbi.nlm.nih.gov/pubmed/17931426

	Introduction 
	Results 
	Comparison Analysis of miRNAs in Response to Acute and Persistent JEV Infection 
	MicroRNA-125b-5p Is Highly Expressed in BHK-21 Cells Persistently Infected with JEV 
	As Soon as the Cells Survived Infection, the High Level of miR-125b-5p Is Readily Detectable 
	Transfection of miR-125b-5p Mimic Inhibits Viral Replication 
	Targeting Genes of miR-125b-5p 

	Discussion 
	Materials and Methods 
	Cells and Viruses 
	Plaque Assay 
	Establishment of Persistently JEV-Infected BHK-21 Cell Line 
	MicroRNA Profiling and Selection of Distinctive miRNAs Using a nCounter miRNA Array System 
	RNA Extraction and Northern Blot Analysis of microRNAs 
	qPCR 
	Transfection of miR-125b-5p and MTT Assay 
	Prediction and Cloning of miR-125b-5p Target Sequences 
	Western Blot Analysis 
	Luciferase Reporter Assay 
	Statistical Analysis 

	References

