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Abstract: Limited recent molecular epidemiology data are available for pediatric Central Nervous
System (CNS) infections in Europe. The aim of this study was to investigate the molecular epi-
demiology of enterovirus (EV) involved in CNS infections in children. Cerebrospinal fluid (CSF)
from children (0–16 years) with suspected meningitis–encephalitis (ME) who were hospitalized in
the largest pediatric hospital of Greece from October 2017 to September 2020 was initially tested
for 14 common pathogens using the multiplex PCR FilmArray® ME Panel (FA-ME). CSF samples
positive for EV, as well as pharyngeal swabs and stools of the same children, were further genotyped
employing Sanger sequencing. Of the 330 children tested with FA-ME, 75 (22.7%) were positive for
EV and 50 different CSF samples were available for genotyping. The median age of children with EV
CNS infection was 2 months (IQR: 1–60) and 44/75 (58.7%) of them were male. There was a seasonal
distribution of EV CNS infections, with most cases detected between June and September (38/75,
50.7%). EV genotyping was successfully processed in 84/104 samples: CSF (n = 45/50), pharyngeal
swabs (n = 15/29) and stools (n = 24/25). Predominant EV genotypes were CV-B5 (16/45, 35.6%),
E30 (10/45, 22.2%), E16 (6/45, 13.3%) and E11 (5/45, 11.1%). However, significant phylogenetic
differences from previous described isolates were detected. No unusual neurologic manifestations
were observed, and all children recovered without obvious acute sequelae. Specific EV circulating
genotypes are causing a significant number of pediatric CNS infections. Phylogenetic analysis of
these predominant genotypes found genetic differences from already described EV isolates.
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1. Introduction

Enteroviruses (EVs) are members of the Picornaviridae family and consist of a non-
enveloped positive single-stranded RNA [1]. The enterovirus genus contains four en-
terovirus species (A to D) and three rhinovirus species (A to C) and there is no zoonotic
reservoir for EVs that infect humans [2,3].

Although EV infections are frequently asymptomatic, they can present with a variety
of clinical manifestations comprising fever, exanthems, headache, respiratory illness, sore
throat, myocarditis, vomiting, diarrhea and sepsis-like illness in neonates and infants [3].
Several members of EVs are neurotropic pathogens with a wide spectrum of clinical
disorders ranging from aseptic meningitis to more severe encephalitis [3]. Although polio
EVs have almost been eradicated due to systematic immunization, still circulating non-
polio EVs are also associated with severe neurologic manifestations such as acute flaccid
myelitis (AFM). Recent outbreaks associated with severe neurological complications and
AFM have been reported in several countries from different continents including Europe
and the USA, possibly attributed to EV-D68 and EV-A71 [4–6].
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Single or multiplex PCR platforms including EV detection increased the diagnostic
yield and our knowledge regarding enteroviral involvement in pediatric central nervous
system (CNS) infections [7–9]. Further characterization of EV species with molecular
sequence data, comparative genomics and phylogenetic analysis is important to identify
the circulating and emerging EVs causing CNS infection or neurologic manifestations and
elucidate epidemic outbreaks on time [10,11].

Limited data have been published regarding circulating EVs involved in pediatric
CNS infection in Europe since 2017 [12]. Although in Greece, there is a reference center
for enteroviruses based on the Hellenic Pasteur Institute, the last published data stop in
2015 [13,14]. The aim of this study was to investigate the molecular epidemiology of EV
causing CNS infections in children during a 3-year period.

2. Materials and Methods
2.1. Study Cohort

This is a prospective cohort study which included children (0–16 years) who were
admitted at Aghia Sophia Children’s Hospital, which is the largest tertiary pediatric Greek
hospital, with possible clinical diagnosis of CNS infection from October 2017 to September
2020. The clinical suspicion was based on the age, on the clinical presentation with fever
plus one or more of the following symptoms or signs: exanthem, convulsions, headache,
vomiting, photophobia, altered mental status, nuchal rigidity, irritability or somnolence [15].
The setting of the study is a 750-bed tertiary pediatric hospital which serves almost 40%
of the metropolitan Athens area and is a reference center for southern and central Greece.
Infants and children who had a clinical diagnosis of CNS infection and whose cerebrospinal
fluid (CSF) was obtained were included in the study.

Molecular detection methods as well as genotyping were performed in the Infectious
Diseases Laboratory of the Choremeion Research facility.

The study protocol was approved by the scientific and bioethics committee of Aghia
Sophia Children’s Hospital and informed consent was obtained by parents or legal
guardians before children were included in the study.

2.2. Sample Collection and Molecular Screening Test

CSF was obtained from children with suspected meningitis–encephalitis (ME) by
lumbar puncture to detect the causative CNS infection pathogen. CSF was tested with
conventional microbiological procedures including CSF analysis (cells, protein, glucose)
and bacterial culture and gram stain as well as BioFire FilmArray® Meningitis/Encephalitis
(FA-ME) Panel.

BioFire FilmArray® Meningitis/Encephalitis (FA-ME) Panel (BioFire Diagnostics, Inc.,
Salt Lake City, UT, USA) is an automated multiplex PCR of 14 common pathogens for
ME, including EVs. FA-ME was performed according to the manufacturer’s instructions
in CSF samples. In children with an EV detection in CSF with the FilmArray® ME panel,
pharyngeal swabs and stool specimens were also collected for additional genotyping.

2.3. Isolation of Viral Genome and RT-PCR of VP1 Gene

Viral RNA genome was isolated from CSF, pharyngeal swabs and stools employing the
MagNA Pure Compact Nucleic Acid Isolation Kit I (Roche Diagnostics, Basel, Switzerland)
on the MagNA Pure Compact instrument or the QIAamp Viral RNA Mini Kit (Qiagen,
Hilden, Germany) according to the manufacturer’s instructions. Only stool samples were
prepared with 1.4 mL of Stool Transport and Recovery (S.T.A.R.) buffer (Roche Diagnostics,
Basel, Switzerland) and 100 µL of chloroform followed by a centrifugation at 10,000 rpm for
5 min before the extraction method. cDNA synthesis was carried out using the Transcriptor
First Strand cDNA Synthesis Kit (Roche Diagnostics, Basel, Switzerland) according to the
manufacturer’s instructions and specific previously described primers [16]. Next, two
rounds of PCR were performed according to Nix et al. with the addition of a ramping step
in the first round PCR (60 ◦C (0.4 ◦C/s) for 45 s).
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All primers that were used in this study were designed according to the genome
of poliovirus type 1, Mahoney strain for EVs, as described by Nix et al., according to
WHO guidelines [16].

2.4. Sanger Sequencing

Genotyping of EV strains was carried out by performing Sanger sequencing with the
BigDye Terminator v3.1 Cycle Sequencing Kit on an Applied Biosystems 3500 Genetic
Analyzer (Applied Biosystems, Waltham, MA, USA). The electrochromatographic data
of sequencing were analyzed with BLAST (https://blast.ncbi.nlm.nih.gov/) to find the
genotype of EVs and HPeVs.

2.5. Phylogenetic Analysis

Phylogenetic evolutionary analysis was performed using the MEGA X 10.2.0 software
(Molecular Evolutionary Genetics Analysis; www.megasoftware.net) [17]. Global refer-
ence sequences of the VP1 gene of E30, CV-B5 and E16 strains isolated from human were
obtained from the genetic sequence database GenBank (https://www.ncbi.nlm.nih.gov/
genbank/). The sequenced part of the VP1 gene from the E30, CV-B5 and E16 strains of
the present study and the corresponding reference sequences of VP1 genes were multiple
aligned using MUSCLE software (MUltiple Sequence Comparison by Log-Expectation).
Phylogenetic trees were constructed using the neighbor-joining statistical method and
bootstrap resampling with 1000 replicates. The used substitution model was the Maxi-
mum Composite Likelihood model. The strains Frater (AF081341), Faulkner (AF114383)
and Harrington (AF295503) were used as outgroups for rooting the E30, CV-B5 and E16
trees, respectively.

2.6. Statistics Analysis

Statistical analysis was performed using the SPSS v.25 software (IBM Corp.).
p value < 0.05 was considered statistically significant. The data are expressed as me-
dian and interquartile range (IQR) unless differently indicated. Comparison among groups
was performed using the Kruskal–Wallis test with Bonferroni’s post-hoc analysis.

3. Results

During the 3-year study period, a total of 330 different CSF samples were tested
with the multiplex PCR FilmArray® ME panel and 13 (4%) bacterial and 92 (27.9%) viral
pathogens were detected. Among CSF samples with a viral pathogen detection, EV was
detected in 75/92 (81.5%) (Figure 1).
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Except EVs, other viral pathogens were detected with FA-ME in 17 children: human
herpesvirus 6 (HHV-6) in 11/92 (12%) and human parechovirus (HPeV) in 6/92 (6.5%).
Most children with HHV-6 CNS infection (10/11, 90.9%) presented with fever and exanthem
as prevailing clinical manifestations. All children with HPeV CNS infections were neonates
and young infants who presented with acute febrile disease, 3/6 presented with sepsis-like
illness, 3/6 with rash and 2/6 with seizures. CSF analysis of HPeV-positive neonates found
absence of pleocytosis.

Seventy-five children with a median age of 2 months (IQR: 1–60) were infected with
EV and 58.7% (44/75) of them were male. The annual distribution of EV cases among
viral infections was 11/12 (91.6%) in 2017, 23/27 (85.1%) in 2018, 31/42 (73.8%) in 2019
and 10/11 (90.9%) in 2020. There was a seasonal distribution of EV CNS infections, with
most cases detected in June 11/75 (14.6%), July 11/75 (14.6%), August 8/75 (10.6%) and
September 8/75 (10.6%) (Figure 2).
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The most common clinical symptoms in children with EV CNS infection were fever
(72/75, 96%), headache (24/75, 32%), vomiting (18/75, 24%) and photophobia (13/75,
17%). The most common clinical signs were nuchal rigidity (20/75, 27%) and exanthem
(7/75, 9%).

The laboratory analysis of CSF samples of children with EV CNS infection revealed
(median, IQR): white blood cells (WBCs), 155 cells/mm3 (IQR: 30–342); neutrophils, 33%
(IQR: 19.3–45.5); lymphocytes, 58% (IQR: 29–69); glucose, 48.5 mg/dl (IQR: 38–56); pro-
tein, 48.15 g/dl (IQR: 33–83). The median number of days in hospitalization was 4 days
(IQR: 3–5) and the duration of their antibiotic treatment was 2 days (IQR: 1–4).

From 75 different CSF samples positive for EV, 50 had sufficient quantity available
and pharyngeal swabs and stools were also collected for further genotyping (Table 1).
EV genotyping was successfully performed in 84/104 different samples from 50 different
EV-positive children and, more specifically, in 45/50 (90%) CSF samples, in 15/29 (52%)
pharyngeal swabs and in 24/25 (96%) available stool specimens, indicating that CSF and
stool samples are the most suitable biological samples for ME diagnosis. The EV genotypes
detected in different available samples were identical in all cases.
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Table 1. Enteroviral (EV) genotype detection and age distribution in 84/104 different types of samples, from children with
EV CNS infection (n = 50). Ten different EV genotypes were detected during the study period (October 2017–September
2020). m: months; y: years.

EV Genotypes No of Children
n (%)

Age
CSF Pharyngeal Swab Stool<1 m

n
1 m–1 y

n
>1 y

n

CV-A8 1 (2.2) 1 1 1 1
CV-A14 1 (2.2) 1 1 1 1
CV-A16 1 (2.2) 1 1 0 1
CV-B3 2 (4.4) 1 1 2 0 0
CV-B5 16 (35.6) 2 8 6 16 4 6

E6 1 (2.2) 1 1 0 1
E11 5 (11.1) 3 2 5 4 5
E13 2 (4.4) 1 1 2 0 2
E16 6 (13.3) 4 2 6 2 4
E30 10 (22.2) 1 3 6 10 3 3

Samples
Genotyped 45/50 13/45 16/45 16/45 45/50 15/29 24/25

Sanger sequencing revealed ten different genotypes circulating among 45 children
with suspected ME (Table 1). The most prevalent genotypes were CV-B5: 16 (35.6%); E30: 10
(22.2%); E16: 6 (13.3%); E11: 5 (11.1%).

The annual distribution analysis of EV genotypes demonstrated a predominance of
E30 (3/7, 42.9%) and CV-B5 (9/22, 40.9%) in 2018 and 2019, respectively, which were
replaced by E16 (5/8, 62.5%) in 2020 (Figure 2).

Regarding the clinical presentation, meningitis was predominant in CV-B5 (12/16),
CV-A8 (1/1), CV-A14 (1/1), CV-A16 (1/1), CV-B3 (2/2), E30 (9/10), E6 (1/1) and E13 (2/2)
infections. Encephalitis was observed in E11 (3/5) and in CV-B5 (2/16) infections. In
children with EV CNS infection and sepsis-like presentation, genotypes CV-B5 (2/16), E16
(2/6) and E30 (1/10) were detected.

Comparison of CSF WBCs among the four predominant EV genotypes (CV-B5, E30, E16
and E11) demonstrated than children with E11 infection had fewer CSF WBCs (median value
3, IQR: 0–46 cell/mm3) and E30 the highest (median value 296, IQR: 82.75–471.25 cell/mm3)
(p-value: 0.008).

Most children older than 1 month were infected by CV-B5 (14/16, 87.5%) and E30
(9/10, 90%), while children <1 month were infected by E11 (3/5, 60%) and E16 (4/6, 66.6%)
(Table 1).

The most severe clinical presentation was in an 18-month-old boy with CV-A8 infec-
tion, who was presented to the Emergency Department of the hospital with fever, status
epilepticus and coma. During the study period, no unusual neurologic manifestations were
observed and all children with EV CNS infection recovered without obvious sequelae.

Phylogenetic analysis was performed for the predominant strains CV-B5 (n = 16), E30
(n = 10) and E16 (n = 6) to clarify the genetic relationships and evolutionary history among
them and other strains circulating globally during the same period (Figure 3).
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ITA = Italy; UK = United Kingdom; BG = Bulgaria; AUS = Australia; RUS = Russia; CHN = China; THA = Thailand;
PAL = Palestine; IRI = Iran; ETH = Ethiopia.

All E30 Greek samples from the present study fell into the same subcluster of other
Greek and European strains (Germany and Poland) isolated within 2017–2019, which
shared a nucleotide similarity of 88%. However, the sample E30 (case 19) had a similarity
of 61% with the unpublished Iran strain (MN058720) isolated from stool in 2019.

CV-B5 Greek samples were also clustered with other European (France, United King-
dom and Poland) and non-European (USA, Iran and China) strains isolated during the
2015–2019 period with a genetic similarity of 93%. All 16 EV CV-B5 strains seem to be
mainly related to Polish strains from 2019, despite a similarity of <70%. Isolate CV-B5
(case 10) was distinguished from the other 15 ones of our study since it was classified
closer to the French strain (MK086179) isolated in 2015 from a 40-year-old male with
meningitis. This was an isolate from a 3-month-old infant who presented with meningoen-
cephalitis, and enterovirus and pneumococcus were detected simultaneously in CSF by
FilmArray® ME.

There have not been previously reported E16 Greek strains in the GenBank database,
and therefore, only other globally reported strains were included in the phylogenetic
analysis. Greek E16 samples of this study appear to have similar evolutionary distance
from the common ancestor and a nucleotide similarity of 95% with the Palestine strain
(KX059444) from a CSF sample isolated in 2015. A nucleotide divergence of approximately
50% was noticed between Greek E16 samples and other European (France and Holland)
and global (Asia, Africa and Australia) strains isolated up until 2016.
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4. Discussion

In the present study, we describe the molecular epidemiology of EVs in children with
CNS infections from 2017 to 2020. During the study period, EVs were the main viral
pathogens involved in aseptic meningitis/encephalitis cases (81.5%).

Initial identification of EVs was made through a syndromic multiplex CSF PCR
platform, which includes EV detection and has been shown to duplicate the diagnostic
yield in CNS infections compared to the control group [8]. In a previously published study
from our group, this was found to be particularly important for discontinuing unnecessary
antibiotics and antivirals in neonates and older children with viral ME [8].

The reverse-transcriptase polymerase chain reaction (RT-PCR), either as a single PCR
or in multiplex PCR platforms, is now the “gold standard” for diagnosing EV infections
due to its advantages of a fast turn-around time and high sensitivity over virus isola-
tion [18]. However, different protocols have been developed for the detection of EVs,
and some commercially available platforms lack sensitivity, especially for the detection
of low numbers of EV copies [18]. Because CSF contains low EV copies, it is suggested
that additional testing from respiratory, blood or fecal samples should be performed for
genotyping [19]. In the present study, except CSF, EV detection in stool was much higher
compared to pharyngeal samples, and in all cases, the EV genotype was identical among
the three biological samples. This finding could be useful for pediatricians as CSF quantity
is usually limited for PCR testing, especially in neonates and young infants.

Even with sensitive single or multiplex PCR protocols, a percentage of CSF EV in-
fections could be missing. Inclusion of virus isolation from CSF samples using a few
permissible cell lines (especially neuro-origin cell lines) could help in the discovery of
potential novel neuro-invasive EV genotypes [20,21].

EVs demonstrate a marked seasonality in temperate climates, with a typical EV high
season occurring during June–November [22–24]. The major EV genotypes identified in
our study were Coxsackievirus B5, Echovirus 30 and Echovirus 16. In Greece, EV menin-
gitis outbreaks or dominant EV genotypes were identified in 2001 (Echovirus 6), in 2005
(Echovirus 15), in 2006 (Echovirus 6) and in 2007 (Echovirus 4) [23,25–29]. Smaller outbreaks
in neonatal units were reported in 2011 (Echovirus 6) and in 2013 (Echovirus 30) [30,31].

Limited data are available regarding circulating EV genotypes which are associated
with pediatric CNS infections in Europe during this period. In a Polish study, from January
2015 to December 2019, in 188 children, 19 different enterovirus types were identified, and
Coxsackievirus B5 (32%), echovirus 30 (20%), and echovirus 6 (14%) were the three most
common types [12]. Coxsackievirus B5 is reported as a major cause of viral meningitis in
Ireland, Spain, and China [32–34].

Enteroviral infections seem to have tissue tropism and different genotypes are asso-
ciated with various clinical manifestations [35]. During the study period, there was not
any identification of EV-A71 and EV-D68, which are associated with severe neurological
manifestations such as acute flaccid myelitis [36,37]. The characterization of emerging EV
subtypes which are associated with unusual clinical presentations could help elucidate
epidemic outbreaks or document new genetic variants with high virulence.

Echovirus 30 was the predominant EV genotype in our area in 2018. In 2020, due
to the COVID-19 pandemic and the social distancing measures and school closures,
there were fewer cases of aseptic meningitis, while genotype E16 predominance was
detected. Echovirus meningitis outbreaks have been reported to occur worldwide every
3 to 5 years [38–40]. The most recent EV meningitis epidemics in Europe occurred in
Germany (Echovirus 30), in northern European countries in 2013–2014 (Echovirus 4) and
in 2018 (Echovirus 30) [11,41,42]. However, sequencing data from other studies have sug-
gested that there are genetic exchanges between different isolates, and multiple genotypes
could circulate simultaneously in the same outbreak [43].
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CV-B5 and echoviruses (6, 11, 30) are commonly associated with both encephalitis
and aseptic meningitis, as it was also identified in our population [44]. Likewise, CV
(A5, A7, A16, B2, B3, B4) and echoviruses (14, 16, 25, 31) are all implicated in cases
of meningitis [44,45]. However, in our population, E16 was not only associated with
meningitis but also with two cases of neonatal sepsis-like disease.

In the present study, we report, for first time, a child with severe CV-A8 infection who
presented with fever, status epilepticus and coma. CV-A8 infections were previously asso-
ciated with hand, foot and mouth disease (HFMD), herpangina (HA) or mild neurological
manifestations [46,47].

In this study, a preliminary phylogenetic analysis of E30, CV-B5 and E16 strains was
performed and indicated a possible correlation with other strains mainly circulating in
European countries such as Poland (E30, CV-B5), France (CV-B5) and Germany (E30) as
well as in non-European countries such as Iran (E30, CV-B5) and Palestine (E16), which
could be attributed to the population movement. To estimate the genetic evolution of these
pathogens, whole-genome sequencing followed by a phylogenomic analysis is required.

Genetic heterogeneity was noticed even among the closest strains. Interestingly, in
the E30 phylogenetic tree, genetic divergences occurred even between Greek strains of this
study and reported Greek strains of the same period. This phenomenon may reflect the
evolving dynamic of this pathogen.

The Greek E16 strains of our study may have undergone nucleotide variants which
classify them closer to the ancestor strain, while simultaneously significantly differentiating
them from circulating strains in other countries. The highly genetic homology between the
predominant Greek E16 isolates in 2020 may indicate a small outbreak of the specific E16
strain in Greece.

Although all children with EV CNS infection in our study recovered without obvious
acute sequelae, there was not any neurodevelopmental follow-up. There is lack of large
prospective studies regarding the long-term complications in children with EV ME, espe-
cially in the neonatal period. However, there are case-series indicating that neurological
sequelae could occur such as neurodevelopmental delay, impaired verbal function, seizures
and epilepsy [48–50].

5. Conclusions

In conclusion, fast and accurate molecular identification of enteroviruses is essential
for the accurate diagnosis of viral pediatric ME, as enteroviruses are the main viral pathogen
involved. Further genetic characterization of circulating EVs causing CNS infection or
neurologic manifestations could elucidate association of specific genotypes with specific
clinical manifestations and allow to recognize epidemic outbreaks on time. For these
reasons, continuous epidemiological surveillance for emerging enteroviral genotypes is
required and large-scale epidemiological studies should be conducted.

Author Contributions: L.P., E.-B.T., P.C., T.S., C.K.-G.,V.S., A.M. Conceptualization, A.M. and V.S;
methodology, A.M.,V.S, L.P., E.-B.T., and P.C.; validation, A.M., V.S., L.P., E.-B.T., and P.C.; formal
analysis, A.M., V.S., L.P., and E.-B.T.; investigation, A.M., V.S., L.P., E.-B.T., and P.C.; resources, A.M.
and V.S.; data curation, A.M., V.S., and L.P.; writing—original draft preparation, A.M., L.P., and
E.-B.T.; writing—review and editing, A.M., V.S., and C.K.-G.; supervision, A.M.; funding acquisition,
A.M. and V.S. All authors have read and agreed to the published version of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: The study protocol was approved by the scientific and
bioethics committee of the hospital (protocol code No: 5319).



Viruses 2021, 13, 100 9 of 11

Informed Consent Statement: Informed consent was obtained by the parents or legal guardians
before children were included in the study.

Data Availability Statement: Study data are available upon request.

Acknowledgments: We thank BioFire® for partial support with FilmArray® ME panels for the initial
identification of Enteroviruses.

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

References
1. Lugo, D.; Krogstad, P. Enteroviruses in the early 21st century: New manifestations and challenges. Curr. Opin. Pediatr. 2016,

28, 107–113. [CrossRef] [PubMed]
2. Wiley, C.A. Emergent viral infections of the CNS. J. Neuropathol. Exp. Neurol. 2020, 79, 823–842. [CrossRef] [PubMed]
3. Chen, B.S.; Lee, H.C.; Lee, K.M.; Gong, Y.N.; Shih, S.R. Enterovirus and encephalitis. Front. Microbiol. 2020, 11, 261. [CrossRef]

[PubMed]
4. Uprety, P.; Graf, E.H. Enterovirus infection and acute flaccid myelitis. Curr. Opin. Virol. 2020, 40, 55–60. [CrossRef]
5. Hardy, D.; Hopkins, S. Update on acute flaccid myelitis: Recognition, reporting, aetiology and outcomes. Arch. Dis. Child. 2020,

105, 842–847. [CrossRef] [PubMed]
6. Helfferich, J.; Knoester, M.; Van Leer-Buter, C.C.; Neuteboom, R.F.; Meiners, L.C.; Niesters, H.G.; Brouwer, O.F. Acute flaccid

myelitis and enterovirus D68: Lessons from the past and present. Eur. J. Pediatr. 2019, 178, 1305–1315. [CrossRef] [PubMed]
7. You, D.; Chen, F.; Li, J.; Zeng, X.; Wang, W.; Guo, Y.; Yang, F.; Sun, S.; Wang, L. Prospective case-control study of enterovirus

detection differences in children’s cerebrospinal fluid between multiplex PCR and real-time RT-PCR assay. J. Clin. Lab. Anal.
2020, e23606. [CrossRef]

8. Posnakoglou, L.; Siahanidou, T.; Syriopoulou, V.; Michos, A. Impact of cerebrospinal fluid syndromic testing in the management
of children with suspected central nervous system infection. Eur. J. Clin. Microbiol. Infect. Dis. 2020, 39, 2379–2386. [CrossRef]
[PubMed]

9. Kadambari, S.; Braccio, S.; Ribeiro, S.; Allen, D.J.; Pebody, R.; Brown, D.; Cunney, R.; Sharland, M.; Ladhani, S. Enterovirus and
parechovirus meningitis in infants younger than 90 days old in the UK and Republic of Ireland: A British Paediatric Surveillance
Unit study. Arch. Dis. Child. 2019, 104, 552–557. [CrossRef] [PubMed]

10. Wollants, E.; Beller, L.; Beuselinck, K.; Bloemen, M.; Lagrou, K.; Reynders, M.; Van Ranst, M. A decade of enterovirus genetic
diversity in Belgium. J. Clin. Virol. 2019, 121, 104205. [CrossRef]

11. Graf, J.; Hartmann, C.J.; Lehmann, H.C.; Otto, C.; Adams, O.; Karenfort, M.; Schneider, C.; Ruprecht, K.; Bosse, H.M.; Diedrich, S.;
et al. Meningitis gone viral: Description of the echovirus wave 2013 in Germany. BMC Infect. Dis. 2019, 19, 1010. [CrossRef]
[PubMed]

12. Toczylowski, K.; Wieczorek, M.; Bojkiewicz, E.; Wietlicka-Piszcz, M.; Gad, B.; Sulik, A. Pediatric enteroviral central nervous
system infections in bialystok, Poland: Epidemiology, viral types, and drivers of seasonal variation. Viruses 2020, 12, 893.
[CrossRef] [PubMed]

13. Pogka, V.; Labropoulou, S.; Emmanouil, M.; Voulgari-Kokota, A.; Vernardaki, A.; Georgakopoulou, T.; Mentis, A.F. Laboratory
surveillance of polio and other enteroviruses in high-risk populations and environmental samples. Appl. Environ. Microbiol.
2017, 83. [CrossRef] [PubMed]

14. Pogka, V.; Emmanouil, M.; Labropoulou, S.; Voulgari-Kokota, A.; Angelakis, E.; Mentis, A.F. Molecular characterization of
enteroviruses among hospitalized patients in Greece, 2013–2015. J. Clin. Virol. 2020, 127, 104349. [CrossRef] [PubMed]

15. Schulga, P.; Grattan, R.; Napier, C.; Babiker, M.O. How to use . . . lumbar puncture in children. Arch. Dis. Child. Educ. Pract. Ed.
2015, 100, 264–271. [CrossRef]

16. Nix, W.A.; Oberste, M.S.; Pallansch, M.A. Sensitive, seminested PCR amplification of VP1 sequences for direct identification of all
enterovirus serotypes from original clinical specimens. J. Clin. Microbiol. 2006, 44, 2698–2704. [CrossRef]

17. Kumar, S.; Stecher, G.; Li, M.; Knyaz, C.; Tamura, K. MEGA X: Molecular evolutionary genetics analysis across computing
platforms. Mol. Biol. Evol. 2018, 35, 1547–1549. [CrossRef]

18. Hayes, A.; Nguyen, D.; Andersson, M.; Anton, A.; Bailly, J.L.; Beard, S.; Benschop, K.S.M.; Berginc, N.; Blomqvist, S.; Cunningham,
E.; et al. A European multicentre evaluation of detection and typing methods for human enteroviruses and parechoviruses using
RNA transcripts. J. Med. Virol. 2020, 92, 1065–1074. [CrossRef]

19. Cordey, S.; Schibler, M.; L’Huillier, A.G.; Wagner, N.; Goncalves, A.R.; Ambrosioni, J.; Asner, S.; Turin, L.; Posfay-Barbe,
K.M.; Kaiser, L. Comparative analysis of viral shedding in pediatric and adult subjects with central nervous system-associated
enterovirus infections from 2013 to 2015 in Switzerland. J. Clin. Virol. 2017, 89, 22–29. [CrossRef]

20. Faleye, T.O.; Adeniji, J.A. Enterovirus species B bias of RD cell line and its influence on enterovirus diversity landscape. Food
Environ. Virol. 2015, 7, 390–402. [CrossRef]

21. Li, Z.H.; Yue, Y.Y.; Li, P.; Song, N.N.; Li, B.; Zhang, Y.; Meng, H.; Jiang, G.S.; Qin, L. MA104 Cell line presents characteristics
suitable for enterovirus A71 isolation and proliferation. Microbiol. Immunol. 2015, 59, 477–482. [CrossRef]

http://doi.org/10.1097/MOP.0000000000000303
http://www.ncbi.nlm.nih.gov/pubmed/26709690
http://doi.org/10.1093/jnen/nlaa054
http://www.ncbi.nlm.nih.gov/pubmed/32647884
http://doi.org/10.3389/fmicb.2020.00261
http://www.ncbi.nlm.nih.gov/pubmed/32153545
http://doi.org/10.1016/j.coviro.2020.06.006
http://doi.org/10.1136/archdischild-2019-316817
http://www.ncbi.nlm.nih.gov/pubmed/32041735
http://doi.org/10.1007/s00431-019-03435-3
http://www.ncbi.nlm.nih.gov/pubmed/31338675
http://doi.org/10.1002/jcla.23606
http://doi.org/10.1007/s10096-020-03986-6
http://www.ncbi.nlm.nih.gov/pubmed/32683594
http://doi.org/10.1136/archdischild-2018-315643
http://www.ncbi.nlm.nih.gov/pubmed/30530486
http://doi.org/10.1016/j.jcv.2019.104205
http://doi.org/10.1186/s12879-019-4635-6
http://www.ncbi.nlm.nih.gov/pubmed/31783807
http://doi.org/10.3390/v12080893
http://www.ncbi.nlm.nih.gov/pubmed/32824117
http://doi.org/10.1128/AEM.02872-16
http://www.ncbi.nlm.nih.gov/pubmed/28039136
http://doi.org/10.1016/j.jcv.2020.104349
http://www.ncbi.nlm.nih.gov/pubmed/32339946
http://doi.org/10.1136/archdischild-2014-307600
http://doi.org/10.1128/JCM.00542-06
http://doi.org/10.1093/molbev/msy096
http://doi.org/10.1002/jmv.25659
http://doi.org/10.1016/j.jcv.2017.01.008
http://doi.org/10.1007/s12560-015-9215-3
http://doi.org/10.1111/1348-0421.12281


Viruses 2021, 13, 100 10 of 11

22. Antona, D.; Chomel, J.J.; Enterovirus Surveillance Laboratory, N. Increase in viral meningitis cases reported in France, summer
2005. Euro Surveill. 2005, 10, E0509081. [CrossRef] [PubMed]

23. Michos, A.G.; Syriopoulou, V.P.; Hadjichristodoulou, C.; Daikos, G.L.; Lagona, E.; Douridas, P.; Mostrou, G.; Theodoridou, M.
Aseptic meningitis in children: Analysis of 506 cases. PLoS ONE 2007, 2, e674. [CrossRef] [PubMed]

24. Richter, J.; Tryfonos, C.; Christodoulou, C. Molecular epidemiology of enteroviruses in Cyprus 2008–2017. PLoS ONE 2019,
14, e0220938. [CrossRef] [PubMed]

25. Siafakas, N.; Georgopoulou, A.; Markoulatos, P.; Spyrou, N.; Stanway, G. Molecular detection and identification of an enterovirus
during an outbreak of aseptic meningitis. J. Clin. Lab. Anal. 2001, 15, 87–95. [CrossRef] [PubMed]

26. Logotheti, M.; Pogka, V.; Horefti, E.; Papadakos, K.; Giannaki, M.; Pangalis, A.; Sgouras, D.; Mentis, A. Laboratory investigation
and phylogenetic analysis of enteroviruses involved in an aseptic meningitis outbreak in Greece during the summer of 2007. J.
Clin. Virol. 2009, 46, 270–274. [CrossRef] [PubMed]

27. Siafakas, N.; Markoulatos, P.; Levidiotou-Stefanou, S. Molecular identification of enteroviruses responsible for an outbreak of
aseptic meningitis; implications in clinical practice and epidemiology. Mol. Cell. Probes 2004, 18, 389–398. [CrossRef] [PubMed]

28. Frantzidou, F.; Dumaidi, K.; Spiliopoulou, A.; Antoniadis, A.; Papa, A. Echovirus 15 and autumn meningitis outbreak among
children, Patras, Greece, 2005. J. Clin. Virol. 2007, 40, 77–79. [CrossRef]

29. Papa, A.; Skoura, L.; Dumaidi, K.; Spiliopoulou, A.; Antoniadis, A.; Frantzidou, F. Molecular epidemiology of Echovirus 6 in
Greece. Eur. J. Clin. Microbiol. Infect. Dis. 2009, 28, 683–687. [CrossRef]

30. Mantadakis, E.; Pogka, V.; Voulgari-Kokota, A.; Tsouvala, E.; Emmanouil, M.; Kremastinou, J.; Chatzimichael, A.; Mentis, A.
Echovirus 30 outbreak associated with a high meningitis attack rate in Thrace, Greece. Pediatr. Infect. Dis. J. 2013, 32, 914–916.
[CrossRef]

31. Siafakas, N.; Goudesidou, M.; Gaitana, K.; Gounaris, A.; Velegraki, A.; Pantelidi, K.; Zerva, L.; Petinaki, E. Successful control of
an echovirus 6 meningitis outbreak in a neonatal intensive care unit in central Greece. Am. J. Infect. Control 2013, 41, 1125–1128.
[CrossRef] [PubMed]

32. Guerra, J.A.; Waters, A.; Kelly, A.; Morley, U.; O’Reilly, P.; O’Kelly, E.; Dean, J.; Cunney, R.; O’Lorcain, P.; Cotter, S.; et al.
Seroepidemiological and phylogenetic characterization of neurotropic enteroviruses in Ireland, 2005–2014. J. Med. Virol. 2017, 89,
1550–1558. [CrossRef] [PubMed]

33. Tao, Z.; Wang, H.; Li, Y.; Liu, G.; Xu, A.; Lin, X.; Song, L.; Ji, F.; Wang, S.; Cui, N.; et al. Molecular epidemiology of human
enterovirus associated with aseptic meningitis in Shandong Province, China, 2006–2012. PLoS ONE 2014, 9, e89766. [CrossRef]
[PubMed]

34. Trallero, G.; Avellon, A.; Otero, A.; De Miguel, T.; Pérez, C.; Rabella, N.; Rubio, G.; Echevarria, J.E.; Cabrerizo, M. Enteroviruses in
Spain over the decade 1998–2007: Virological and epidemiological studies. J. Clin. Virol. 2010, 47, 170–176. [CrossRef] [PubMed]

35. Muehlenbachs, A.; Bhatnagar, J.; Zaki, S.R. Tissue tropism, pathology and pathogenesis of enterovirus infection. J. Pathol. 2015,
235, 217–228. [CrossRef] [PubMed]

36. Solomon, T.; Lewthwaite, P.; Perera, D.; Cardosa, M.J.; McMinn, P.; Ooi, M.H. Virology, epidemiology, pathogenesis, and control
of enterovirus 71. Lancet Infect. Dis. 2010, 10, 778–790. [CrossRef]

37. Nguyen, N.T.; Pham, H.V.; Hoang, C.Q.; Nguyen, T.M.; Nguyen, L.T.; Phan, H.C.; Phan, L.T.; Vu, L.N.; Tran Minh, N.N.
Epidemiological and clinical characteristics of children who died from hand, foot and mouth disease in Vietnam, 2011. BMC
Infect. Dis. 2014, 14, 341. [CrossRef]

38. Bailly, J.L.; Mirand, A.; Henquell, C.; Archimbaud, C.; Chambon, M.; Charbonné, F.; Traoré, O.; Peigue-Lafeuille, H. Phylogeog-
raphy of circulating populations of human echovirus 30 over 50 years: Nucleotide polymorphism and signature of purifying
selection in the VP1 capsid protein gene. Infect. Genet. Evol. 2009, 9, 699–708. [CrossRef]

39. McWilliam Leitch, E.C.; Bendig, J.; Cabrerizo, M.; Cardosa, J.; Hyypiä, T.; Ivanova, O.E.; Kelly, A.; Kroes, A.C.; Lukashev, A.;
MacAdam, A.; et al. Transmission networks and population turnover of echovirus 30. J. Virol. 2009, 83, 2109–2118. [CrossRef]

40. Yarmolskaya, M.S.; Shumilina, E.Y.; Ivanova, O.E.; Drexler, J.F.; Lukashev, A.N. Molecular epidemiology of echoviruses 11 and 30
in Russia: Different properties of genotypes within an enterovirus serotype. Infect. Genet. Evol. 2015, 30, 244–248. [CrossRef]

41. Broberg, E.K.; Simone, B.; Jansa, J.; The Eu/Eea Member State, C. Upsurge in echovirus 30 detections in five EU/EEA countries,
April to September, 2018. Euro Surveill. 2018, 23. [CrossRef] [PubMed]

42. Smura, T.; Blomqvist, S.; Kolehmainen, P.; Schuffenecker, I.; Lina, B.; Bottcher, S.; Diedrich, S.; Love, A.; Brytting, M.; Hauzenberger,
E.; et al. Aseptic meningitis outbreak associated with echovirus 4 in Northern Europe in 2013–2014. J. Clin. Virol. 2020, 129, 104535.
[CrossRef] [PubMed]

43. Kopecka, H.; Brown, B.; Pallansch, M. Genotypic variation in coxsackievirus B5 isolates from three different outbreaks in the
United States. Virus Res. 1995, 38, 125–136. [CrossRef]

44. Majer, A.; McGreevy, A.; Booth, T.F. Molecular pathogenicity of enteroviruses causing neurological disease. Front. Microbiol.
2020, 11, 540. [CrossRef]

45. Pons-Salort, M.; Grassly, N.C. Serotype-Specific immunity explains the incidence of diseases caused by human enteroviruses.
Science 2018, 361, 800–803. [CrossRef]

46. Tapparel, C.; Siegrist, F.; Petty, T.J.; Kaiser, L. Picornavirus and enterovirus diversity with associated human diseases. Infect. Genet.
Evol. 2013, 14, 282–293. [CrossRef]

http://doi.org/10.2807/esw.10.36.02787-en
http://www.ncbi.nlm.nih.gov/pubmed/16788227
http://doi.org/10.1371/journal.pone.0000674
http://www.ncbi.nlm.nih.gov/pubmed/17668054
http://doi.org/10.1371/journal.pone.0220938
http://www.ncbi.nlm.nih.gov/pubmed/31393960
http://doi.org/10.1002/jcla.7
http://www.ncbi.nlm.nih.gov/pubmed/11291111
http://doi.org/10.1016/j.jcv.2009.07.019
http://www.ncbi.nlm.nih.gov/pubmed/19699142
http://doi.org/10.1016/j.mcp.2004.06.005
http://www.ncbi.nlm.nih.gov/pubmed/15488379
http://doi.org/10.1016/j.jcv.2007.06.003
http://doi.org/10.1007/s10096-008-0685-1
http://doi.org/10.1097/INF.0b013e31828f875c
http://doi.org/10.1016/j.ajic.2013.02.014
http://www.ncbi.nlm.nih.gov/pubmed/23706831
http://doi.org/10.1002/jmv.24765
http://www.ncbi.nlm.nih.gov/pubmed/28071799
http://doi.org/10.1371/journal.pone.0089766
http://www.ncbi.nlm.nih.gov/pubmed/24587020
http://doi.org/10.1016/j.jcv.2009.11.013
http://www.ncbi.nlm.nih.gov/pubmed/20007023
http://doi.org/10.1002/path.4438
http://www.ncbi.nlm.nih.gov/pubmed/25211036
http://doi.org/10.1016/S1473-3099(10)70194-8
http://doi.org/10.1186/1471-2334-14-341
http://doi.org/10.1016/j.meegid.2008.04.009
http://doi.org/10.1128/JVI.02109-08
http://doi.org/10.1016/j.meegid.2014.12.033
http://doi.org/10.2807/1560-7917.ES.2018.23.44.1800537
http://www.ncbi.nlm.nih.gov/pubmed/30401013
http://doi.org/10.1016/j.jcv.2020.104535
http://www.ncbi.nlm.nih.gov/pubmed/32652478
http://doi.org/10.1016/0168-1702(95)00055-U
http://doi.org/10.3389/fmicb.2020.00540
http://doi.org/10.1126/science.aat6777
http://doi.org/10.1016/j.meegid.2012.10.016


Viruses 2021, 13, 100 11 of 11

47. Chen, L.; Yang, H.; Wang, C.; Yao, X.J.; Zhang, H.L.; Zhang, R.L.; He, Y.Q. Genomic characteristics of coxsackievirus A8 strains
associated with hand, foot, and mouth disease and herpangina. Arch. Virol. 2016, 161, 213–217. [CrossRef]

48. Verboon-Maciolek, M.A.; Utrecht, F.G.; Cowan, F.; Govaert, P.; Van Loon, A.M.; De Vries, L.S. White matter damage in neonatal
enterovirus meningoencephalitis. Neurology 2008, 71, 536. [CrossRef]

49. Wilfert, C.M.; Thompson, R.J., Jr.; Sunder, T.R.; O’Quinn, A.; Zeller, J.; Blacharsh, J. Longitudinal assessment of children with
enteroviral meningitis during the first three months of life. Pediatrics 1981, 67, 811–815.

50. Pillai, S.C.; Hacohen, Y.; Tantsis, E.; Prelog, K.; Merheb, V.; Kesson, A.; Barnes, E.; Gill, D.; Webster, R.; Menezes, M.; et al.
Infectious and autoantibody-associated encephalitis: Clinical features and long-term outcome. Pediatrics 2015, 135, e974–e984.
[CrossRef]

http://doi.org/10.1007/s00705-015-2646-1
http://doi.org/10.1212/01.wnl.0000324706.94229.88
http://doi.org/10.1542/peds.2014-2702

	Introduction 
	Materials and Methods 
	Study Cohort 
	Sample Collection and Molecular Screening Test 
	Isolation of Viral Genome and RT-PCR of VP1 Gene 
	Sanger Sequencing 
	Phylogenetic Analysis 
	Statistics Analysis 

	Results 
	Discussion 
	Conclusions 
	References

