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Background: The changing pattern of pathogen spectrum causing herpangina in the

time of coronavirus disease 2019 (COVID-19) pandemic was unknown. The purpose of

this study was to investigate the changes on the molecular epidemiology of herpangina

children during 2019-2020 in Tongzhou district, Beijing, China.

Method: From January 2019 to December 2020, children diagnosed with herpangina

were recruited by the staff from Tongzhou Center for Disease Control and Prevention

(CDC) in Beijing. Viral RNA extraction from pharyngeal swabs was used for enterovirus

(EV) detection and the complete VP1 gene was sequenced. The phylogenetic analysis

was performed based on all VP1 sequences for EV genotypes.

Result: A total of 1,331 herpangina children were identified during 2019-2020with 1,121

in 2019 and 210 in 2020, respectively. The predominant epidemic peak of herpangina

children was in summer and autumn of 2019, but not observed in 2020. Compared

to the number of herpangina children reported in 2019, it decreased sharply in 2020.

Among 129 samples tested in 2019, 61 (47.3%) children were detected with EV, while

22.5% (20/89) were positive in 2020. The positive rate for EV increased since June 2019,

peaked at August 2019, and decreased continuously until February 2020. No cases

were observed from February to July in 2020, and the positive rate of EV rebounded

to previous level since August 2020. Four genotypes, including coxsackievirus A6 (CV-

A6, 9.3%), CV-A4 (7.8%), CV-A10 (2.3%) and CV-A16 (10.1%), were identified in 2019,

and only three genotypes, including CV-A6 (9.0%), CV-A10 (6.7%) and CV-A16 (1.1%),

were identified in 2020. The phylogenetic analysis showed that all CV-A6 strains from

Tongzhou located in Group C, and the predominant strains mainly located in C2-C4

subgroups during 2016-2018 and changed into C1 subgroup during 2018-2020. CV-

A16 strains mainly located in Group B, which consisting of strains widely distributed

around the world.

Conclusions: The predominant genotypes gradually shifted from CV-A16, CV-A4

and CV-A6 in 2019 to CV-A6 in 2020 under COVID-19 pandemic. Genotype-based

surveillance will provide robust evidence and facilitate the development of public

health measures.
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INTRODUCTION

Herpangina is an acute infectious disease in children
characterized by acute fever and herpes ulcers in the pharynx.
It is a self-limited disease, but also causes severe symptoms and
death (1–3). Herpangina mainly appears in children under 5
years old with a 5–10 days course of illness. It occurs frequently
in summer. Herpangina is most prevalent in Asian countries,
such as China, Thailand and Japan (4). The main pathogen
causing herpangina is enteroviruses (EV) and the predominant
genotypes include coxsackievirus A2 (CV-A2), CV-A4, CV-
A5, CV-A6, CV-A8, CV-A10, CV-A16 and enterovirus A71
(EV-A71). CV-B1, CV-B2, CV-B3, CV-B4 and CV-B5 were also
reported in a few cases (2). Pooling the studies conducted in Asia
and France, the meta-analysis showed that the detection rates of
CV-A2, CV-A6, CV-A4, CV-A10, CV-A16, and EV-A71 in the
children with herpangina were 31.3, 17.6, 17.4, 15.8, 11.7, and
5.6% during 2005–2019, respectively (4).

Herpangina has not been included in the China National
Notifiable Infectious Disease Reporting System, and it is not
a priority disease to control in China (4). In 2018, we found
that the predominant pathogen of herpangina was CV-A6,
followed by CV-A10 and CV-A4 in Beijing, indicating that the
pathogen spectrum of herpangina was changing to CV-A6 (5).
During the pandemic of coronavirus disease 2019 (COVID-19),
many countries have implemented multiple non-pharmaceutical
interventions to control pandemic, such as masks wearing,
hands washing, tele-working and so on (6). The comprehensive
measures and people’s caution could reduce the spread of
respiratory infectious diseases (7). During the COVID-19
pandemic, the positive detection rate of influenza decreased
significantly in China, the United States, Australia, Chile and
South Africa (8). The incidence of hand, foot and mouth disease
(HFMD), chickenpox, mumps and other infectious diseases also
decreased rapidly in Jiangsu province, China in 2020 compared
with that during 2017–2019 (9). However, the changing pattern
of pathogen spectrum causing herpangina under the COVID-19
pandemic remains unknown.

Therefore, we attempted to illuminate the changes of the
molecular epidemiology in children with herpangina by using
the 2019–2020 herpangina surveillance data in Tongzhou
district, Beijing.

MATERIALS AND METHODS

Patients
This study was performed using the surveillance data from
Tongzhou Center for Disease Control and Prevention (CDC) in
Beijing. The children under 14 years diagnosed with herpangina
by clinician were recruited from January 2019 to December
2020. The inclusion criteria of participants were that children
with typical symptoms of herpangina, including sore throat,
fever, herpes or ulcers on the palatal arch, soft palate, uvula and
tonsil, but not on the hand, foot or trunk (2). The samples were
randomly collected for the detection from about 10% herpangina
children reported in the surveillance by the trained professionals
and there were at least five samples per month. The children

without the pharyngeal swabs were excluded. The CDC staff
collected the basic demographic data and laboratory test results
of these children by the uniform questionnaire, including gender,
birthdate, onset date, sampling date, and diagnosis.

This study was approval by Peking University Institutional
Review Board Office (the number IRB00001052-19005). Oral
informed consents were obtained from children’s guardians
before recruitment in this study.

Viral RNA Extraction and Detection
The children’s pharyngeal swabs were collected within 5 days of
onset for nucleic acid extraction. The QIAamp MiniElute Virus
Spin Kit (Cat. No.: 57704, QIAGEN, Hilden, Germany) was used
to extract RNA following the instructions of the manufacturer.
The RNA was stored in a 1.5mL RNase-Free fresh EP tube
at−80◦C.

We amplified RNA by a set of broad-spectrum primers for

the 5
′

untranslated region (5
′

UTR) of EVs (5). The detection
of EV and further classification of EV-A71 and CV-A16 for EV-
positive samples were performed by real-time polymerase chain
reaction (PCR), respectively. Then, specific primers based on
VP1 gene were used for the amplification of specimens positive
for CV-A4, CV-A6, CV-A10 and CV-A16 by nested reverse
transcription PCR. All primers and reaction conditions selected
in the experiment were designed according to the previous
report (5). The amplicons products were visible on gels by
electrophoresis, and positive products were sent for bidirectional
sequencing using Sanger method (5).

Sequence Analysis
Lasergene’s DNA SeqMan software (version 7.1.0, DNA Star
Inc. Madison, WI, USA) was used to assemble the identified
nucleotides sequences. VP1 sequences of CV-A4, CV-A6, CV-
A10 and CV-A16 in GenBank were downloaded. All sequences
identified in this study were submitted to the GenBank database
(OL470931-OL470940 for CV-A4, OL470904-OL470913 for CV-
A6, OL470914-OL470921 for CV-A10 and OL470922-OL470930
for CV-A16). BioEdit 7.0 and MEGA (Version 7.0.14) were used
to align and compare sequences, delete strain types with high
homology while maintained regional diversity (10). Phylogenetic
tree was constructed using maximum likelihood method with
1000 bootstrap replications and the distance between different
branches were calculated.

Data Analysis
Non-normal continuous variables were described by median and
interquartile range (IQR). Categorical variables were described
by frequency and proportion. One-way analysis of variance, Chi
square test, Fisher’s exact test or non-parametric test was used
for statistical comparison between groups. Stata 17.0 (Stata Corp
LP, College Station, TX) was used for all statistical analyses. A
two-sided P < 0.05 was statistically significant.
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RESULTS

Demographics Characteristics
Totally 1,331 herpangina children were identified in Tongzhou
district, Beijing during 2019-2020, including 1,121 in 2019 and
210 in 2020 (Figure 1A). The epidemic peak of herpangina
children occurred in summer and autumn of 2019, which was not
observed in 2020. The number of herpangina children decreased
sharply in 2020 that was smaller all the year compared to that
in 2019.

Among reported cases, 218 herpangina samples were collected
for molecular detection, including 129 in 2019 and 89 in 2020.
Among the collected samples, the median age of children was
46 (IQR 27–60) months and 46.5% (60/69) were boys in 2019,
while the median age was 48 (IQR 2–72) months and 44.9%
(40/49) were boys in 2020 (Table 1). No significant differences
were observed on the clinical manifestations between the 2 years.

Enterovirus Genotypes
The detection rate of EV among the herpangina children was
37.16% (81/218) during 2019-2020, with 47.3% (61/129) in 2019
and 22.5% (20/89) in 2020 (P < 0.001). The detection rate for
EV increased since June 2019, peaked at August 2019, and then
decreased until February 2020 (Figure 1B). And it maintained at
zero from February to July in 2020, then rebounded to previous
level since August 2020.

The herpangina pathogens were further tested among the
samples. CV-A6, CV-A16, CV-A4, CV-10, CV-A5, CV-B3,
human rhinovirus C15 (HRV-C15) and HRV-C32 were detected
while all samples were negative for EV-A71. These four
genotypes, including CV-A6 (19), CV-A16 (15), CV-A4 (12) and
CV-10 (9), accounted for the largest proportion. Other types of
pathogens included CV-A5 (5), CV-B3 (1), HRV-C15 (1) and
HRV-C32 (1). In 2019, there were 61 samples detected positive,
including CV-A4 (12), CV-A16 (14), CV-A6 (11), CV-A10 (3),
CV-A5 (5), HRV-C15 (1) and other types (15). In 2020, there were
20 samples detected positive, including CV-A16 (1), CV-A6 (8),
CV-A10 (6), CV-B3 (1), HRV-C32 (1) and other types (3).

Among the cases in 2019, four genotypes were identified
with the positive rate of 9.3% for CV-A6 (12/129), 7.8% for
CV-A4 (10/129), 2.3% for CV-A10 (3/129) and 10.1% for CV-
A16 (13/129). While in 2020, three genotypes were identified as
follows: CV-A6 (8/89, 9.0%), CV-A10 (6/89, 6.7%) and CV-A16
(1/89, 1.1%). No co-infections were observed during 2019-2020.

In 2019, the predominant genotypes were CV-A16 (23.0%),
CV-A4 (19.7%) and CV-A6 (18.0%), observed in summer,
autumn and winter (Figures 1C,D). In 2020, CV-A6 (accounted
for 40.0%) became the predominant genotype since summer
2020, and CV-A10 was observed accounting for a large
proportion in autumn (Figures 1C,E).

Phylogenetic Analysis
Totally ten CV-A4 positive samples were amplified for
phylogenetic analysis with 209 VP1 sequences downloaded
from GenBank. Phylogenetic tree showed eight groups (A-H)
and more than 90% sequences were from China except in Group
D (29.63%, 16/54) (Figure 2A). All sequences from Tongzhou

located in Group E composed with strains completely from
China, which was further divided into four subgroups (E1∼E4)
(Figure 2B). All strains from Tongzhou in this study located in
subgroup E1 composed of strains mainly from Beijing during
2018-2019 and two strains from Shandong and Sichuan province.
Spatiotemporal characteristics revealed that the predominant
strains mainly located in E2-E4 subgroups between 2008 and
2017 and shifted into E1 subgroup during 2018-2019. The
sequences were high homological within the group, as well as
groups from A to H except Group D exceeded 90% (Figure 2C).

Ten CV-A6 positive samples (eight in 2019 and two in
2020) were amplified for phylogenetic analysis with 266 VP1
sequences from GenBank. Phylogenetic tree showed five groups
(A-E) and more than 90% sequences of these groups were from
China except in Group A (48.47%, 95/196) (Figure 3A). All
the ten sequences in this study located in Group C including
nine in subgroup C1 and one in subgroup C4 (Figure 3B).
Spatiotemporal analyses revealed that, the predominant strains
mainly located in C2-C4 subgroups during 2016-2018, while
transferred into C1 subgroup during 2018-2020. The sequences
were high homological within the group, and groups from B to D
exceeded 93% (Figure 3C).

Eight CV-A10 positive samples (two in 2019 and six in 2020)
were amplified for phylogenetic analysis with 282 sequences from
GenBank. Phylogenetic tree showed five groups (A-E) and more
than 95% sequences in these groups were from China, except
those in Group B (38.64%, 51/132) (Figure 4A). All sequences
from Tongzhou located in Group D, and specifically in subgroup
D1 (Figure 4B). The strains in subgroup D1 were mainly from
China and a few from Australia and the USA. Furthermore, all
the strains in this study located in subgroup D1a. Spatiotemporal
analyses revealed that epidemic strains mainly located in D2-
D4 subgroup during 2011-2013, while shifted into subgroup D1
during 2014-2020. The sequences were high homological within
the group, and groups from A to E except Group B exceeded 91%
(Figure 4C).

Nine CV-A16 positive samples (eight in 2019 and one
in 2020) were amplified for phylogenetic analysis with 413
VP1 sequences from GenBank. Phylogenetic tree showed five
groups (A-E) (Figure 5A) and more than 98% sequences were
from China except Group B (48.56%, 118/243) and Group
C (85.00%, 34/40). The sequences from Tongzhou located in
Group A, B, D and E, respectively. Four sequences located
in Group B, including three from 2019 and one from 2020.
Furthermore, the four sequences located in subgroup B4
(Figure 5B). The sequences had high homologies within the
group, and groups from A to E except Group B exceeded 83%
(Figure 5C).

Compared with sequences from Tongzhou in 2018,
CV-A4 sequences in 2019 had over 92.1% homologies
(Supplementary Figure 1A), CV-A6 and CV-A10 sequences
had over 89.9% homologies, while CV-A16 sequences had over
87.9% homology in 2019 and 2020 (Supplementary Figure 1B).
There were several amino acid mutations in four genotypes,
as following: K18R and K274R from 2018 to 2019 for
CV-A4; V29A from 2018 to 2020 for CV-A6; S14N,
A23V, I283V and T284A from 2018 to 2020 for CV-A10;
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FIGURE 1 | Molecular epidemiology of herpangina children in Tongzhou during 2019-2020. (A) Monthly reported herpangina children in 2019 and 2020; (B) monthly

detection of herpangina in 2019 and 2020; (C) composition of enterovirus types by season 2019-2020; (D) composition of enterovirus types in 2019; (E) composition

of enterovirus types in 2020. The 2018-2019 winter includes January and February 2019, 2019-2020 winter includes December 2019, January and February 2020,

the 2020-2021 winter includes December 2020. PHER, Public health emergency response.
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TABLE 1 | The demographical characteristics and clinical manifestations of herpangina children in 2019 and 2020.

Characteristics Total (N = 218) 2019 (n = 129) 2020 (n = 89) P-value

Age, months, median (IQR) 46 (24–64) 46 (28–60) 48 (20–72) 0.524

0–36 80 (36.7) 43 (33.3) 37 (41.6) 0.573

36–60 70 (32.1) 54 (41.9) 16 (18.0)

≥60 68 (31.2) 32 (24.8) 36 (40.5)

Gender, boy, n (%) 100 (45.9) 60 (46.5) 40 (44.9) 0.820

FIGURE 2 | Phylogenetic tree of CV-A4 based on VP1 gene. Different colors represented different groups, and the red branches represented amplified strains from

this study. We used maximum likelihood estimation with 1000 bootstrap replications to construct phylogenetic trees. (A) All CV-A4 strains were divided into eight

groups; countries and times of the strains with the highest frequency in each group were listed on the right. (B) Group E of the CV-A4 phylogenetic tree. (C)

Nucleotide identities between Tongzhou amplified CV-A4 strains and different groups. Each violin graph showed the nucleotide identities between intragroup of

amplified strains and different groups based on VP1. Solid line represents median, while the dashed line represents the quartiles.

M23K, T164K, V251I and V284I from 2018 to 2020
for CV-A16.

DISCUSSION

A review showed that the herpangina outbreaks were reported
in China, Thailand, Korea, Japan and France since 2009, and the
pathogens varied from year to year and region to region (4). For

example, CV-A2 caused herpangina outbreak in Hangzhou, 2010
(11), while CV-A6 caused outbreaks in Guangzhou and Shanghai
in 2015-2017 (12). The outbreaks occurred in Beijing in 2014 and
2016 was mainly caused by CV-A4 (13), and CV-A10 (14).

In this study, no sample was EV-A71 positive while CV-A4,
CV-A6, CV-A10 and CV-A16 were the four main enterovirus
types. The pathogenic spectrum of herpangina has changed
largely between 2019 and 2020, with the main pathogen shifted
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FIGURE 3 | Phylogenetic tree of CV-A6 based on VP1 gene. Different colors represented different groups, and the red branches represented amplified strains from

this study. We used maximum likelihood estimation with 1000 bootstrap replications to construct phylogenetic trees. (A) All CV-A6 strains were divided into five

groups; countries and times of the strains with the highest frequency in each group were listed on the right. (B) Group D of the CV-A6 phylogenetic tree. (C)

Nucleotide identities between Tongzhou amplified CV-A6 strains and different groups. Each violin graph showed the nucleotide identities between intragroup of

amplified strains and different groups based on VP1. Solid line represents median, while the dashed line represents the quartiles.

from CV-A4, CV-A6, CV-A16 to CV-A6. The proportions of CV-
A4 and CV-A16 decreased while CV-A6 and CV-A10 increased
from 2019 to 2020. These four genotypes were also with the
highest frequency in France during 2014-2015 (15). CV-A6 was
detected a high proportion in HFMD or herpangina children in
vast locations and time span (16), and it was the predominant
pathogen in Guangdong in 2015, Singapore in 2013-2018 and
Guizhou in 2019 (17, 18). Studies (19) showed that CV-A6
detection rate was low in 2010-2012, then increased in 2013,
2015, 2017 and remained high in 2018, while decreased in
2014, 2016 and 2019. Combined with that study, our result of
CV-A6 detection rate increasing from 2019 to 2020 reflected
that CV-A6 strains rose epidemic peak every 2 years. The
reason of this phenomenon was not clear yet but there were
some possible explanations. One was because children obtained
antibody after CV-A6 infection, so in the year after peak, the

children were less susceptible. Researchers proposed that unique
amino acid substitutions of CV-A6 strains might lead to changes
in virological characteristics such as antigenicity and had been
emerged every 2 years to cause epidemics (20). As there were
no samples tested EV-A71 positive, our result did not conform
with some findings, where EV-A71 was with a large proportion
(21, 22). This may result from territorial differences, revealing the
necessity of strengthening disease surveillance.

Pathogen changes among herpangina samples may be caused
both by the COVID-19 pandemic and natural immunity. During
the COVID-19 pandemic, strict prevention measures were
adopted in China, including wearing masks, reducing public
gathering, and having schools closed, etc. These measures also
cut off the transmission chain of viruses causing herpangina, and
in turn led to the lower number of children and the absence
of seasonal epidemic peak in 2020. High prevalence of CV-A16
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FIGURE 4 | Phylogenetic tree of CV-A10 based on VP1 gene. Different colors represented different groups, and the red branches represented amplified strains from

this study. We used maximum likelihood estimation with 1000 bootstrap replications to construct phylogenetic trees. (A) All CV-A10 strains were divided into five

groups; countries and times of the strains with the highest frequency in each group were listed on the right. (B) Group D of the CV-A10 phylogenetic tree. (C)

Nucleotide identities between Tongzhou amplified CV-A10 strains and different groups. Each violin graph showed the nucleotide identities between intragroup of

amplified strains and different groups based on VP1. Solid line represents median, while the dashed line represents the quartiles.

in 2019 may lead to a high immunity in population and a low
prevalence of CV-A16 in the following year.

Compared to 2018, the positive rate for EV in 2019-
2020 decreased, that indicated the preventive measures against
herpangina were effective in China. The positive rate for EV
decreased to zero in February 2020 and lasted for 5 months,
synchronized with the implementation of COVID-19 pandemic
intervention policy. When the policy was loosened on 20 July
2020 by adjusting the public health emerging response level II
to level III (23), which allowed opening libraries, museums, gyms
by constraining 50% visitors flow and opening exhibitions, sports
events, the positive rate of EV increased to the same level in

2019. This suggests that it may worth adopting similar strategy
in herpangina prevention during epidemic season.

This study showed that CV-A16 strains in Group B spread
worldwide, including China (118), Vietnam (25), France (23)
and other 20 countries. We identified four sequences located
in subgroup B4, and the branch also contained strains from
Vietnam and Thailand since earlier years, which might indicate
these strains were imported to China from these two countries.

There was different aminomutation at site 29 (A29T) reported
in CV-A6 VP1 in Xiamen (2009-2015) (24). Same mutations
A23V and I283V of CV-A10 were found in Xiamen (2009-2014)
(25). Mutation L23M was found in CV-A16 in China before 2018

Frontiers in Medicine | www.frontiersin.org 7 April 2022 | Volume 9 | Article 822796

https://www.frontiersin.org/journals/medicine
https://www.frontiersin.org
https://www.frontiersin.org/journals/medicine#articles


Xie et al. Molecular Epidemiology of Herpangina Children

FIGURE 5 | Phylogenetic tree of CV-A16 based on VP1 gene. Different colors represented different groups, and the red branches represented amplified strains from

this study. We used maximum likelihood estimation with 1000 bootstrap replications to construct phylogenetic trees. (A) All CV-A16 strains were divided into five

groups; countries and times of the strains with the highest frequency in each group were listed on the right. (B) Group B of the CV-A16 phylogenetic tree. (C)

Nucleotide identities between Tongzhou amplified CV-A16 strains and different groups. Each violin graph showed the nucleotide identities between intragroup of

amplified strains and different groups based on VP1. Solid line represents median, while the dashed line represents the quartiles.
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(26), M23K detected in this study may be the further mutation. It
is known that VP1 involved in receptor binding and antigenicity
property. Those amino acid mutations on VP1 may affect the
viral functions (25, 26). However, the specific function of those
mutations remains unclear.

There were some limitations in this study. First, the number
of amplification samples was small, which might bias the results.
Second, we did not amplify the whole genome of each genotype
that could reflect genome variations. Third, 81 children were
positive for EV testing but 18 samples failed to genotyping. This
may be due to low virus load or the limitation of amplification
conditions. Therefore, the EV genotyping techniques should be
improved, so as to contribute to the disease monitoring.

CONCLUSION

Our study found that the incidence of herpangina in Tongzhou
district, Beijing decreased in the time of COVID-19 pandemic,
while the predominant strains of herpangina were CV-A6, CV-
A16, CV-A4 and CV-A10 from 2019 to 2020. The genotypes
shifted from CV-A16, CV-A4 and CV-A6 in 2019 to CV-A6 in
2020. Genotype-based surveillance will provide robust evidence
and facilitate the development of public health measures.
Vaccines against EVs, especially for coxsackieviruses, should be
developed as soon as possible.
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Supplementary Figure 1 | Nucleotide identities of 2018 and 2019/2020

Tongzhou strains based on VP1 genes. Each violin graph showed the nucleotide

identities between different genotypes Tongzhou strains in 2018 and 2019/2020

based on VP1. Solid line represented median, while the dashed line represented

the quartiles. (A) Comparison of nucleotide homology of strains from Tongzhou in

2018 and 2019, for CV-A4, CV-A6, CV-A10 and CV-A16. (B) Comparison of

nucleotide homology of strains from Tongzhou in 2018 and 2020, for CV-A6,

CV-A10 and CV-A16.

REFERENCES

1. Corsino CB, Ali R, Linklater DR. Herpangina. Treasure Island, FL: StatPearls

Publishing (2021). p. 1–7.

2. Yu H, Li XW, Liu QB, Deng HL, Liu G, Jiang RM, et al. Diagnosis and

treatment of herpangina: Chinese expert consensus. World J Pediatr. (2020)

16:129–34. doi: 10.1007/s12519-019-00277-9

3. Chen KT, Chang HL, Wang ST, Cheng YT, Yang JY. Epidemiologic features of

hand-foot-mouth disease and herpangina caused by enterovirus 71 in Taiwan,

1998-2005. Pediatrics. (2007) 120:e244–52. doi: 10.1542/peds.2006-3331

4. Zhao TS, Du J, Liu HY, Liu YQ, Cui FQ, Lu QB. Research progress in

epidemiology and etiology of herpangina. Chin J Viral Dis. (2020) 10:385–90.

doi: 10.16505/j.2095-0136.2020.0022

5. Zhao TS, Du J, Li HJ, Cui Y, Liu YQ, Yang YN, et al. Molecular epidemiology

and clinical characteristics of herpangina children in Beijing, China: a

surveillance study. PeerJ. (2020) 8:e9991. doi: 10.7717/peerj.9991

6. Sunagawa S, Iha Y, Kinjo T, Nakamura K, Fujita J. Disappearance of summer

influenza in the Okinawa prefecture during the severe acute respiratory

syndrome coronavirus 2 (SARS-CoV-2) pandemic. Respir Investig. (2021)

59:149–52. doi: 10.1016/j.resinv.2020.10.010

7. Li Q, Wang J, Lv H, Lu H. Impact of China’s COVID-19 prevention and

control efforts on outbreaks of influenza. Biosci Trends. (2021) 15:192–

5. doi: 10.5582/bst.2021.01242

8. Olsen SJ, Azziz-Baumgartner E, Budd AP, Brammer L, Sullivan S, Pineda

RF, et al. Decreased influenza activity during the COVID-19 pandemic-

United States, Australia, Chile, and South Africa, 2020. MMWR. (2020)

69:1305–9. doi: 10.15585/mmwr.mm6937a6

9. Sun X, Xu Y, Zhu Y, Tang F. Impact of non-pharmaceutical interventions

on the incidences of vaccine-preventable diseases during the COVID-19

pandemic in the eastern of China. Hum Vaccin Immunother. (2021) 10:1–

7. doi: 10.1080/21645515.2021.1956227

10. Hall TA. BioEdit: a user-friendly biological sequence alignment editor

and analysis program for Windows 95/98/NT. Nucl Acids Symp Ser.

(1999) 41:95–8.

11. Li W, Gao HH, Zhang Q, Liu YJ, Tao R, Cheng YP, et al. Large

outbreak of herpangina in children caused by enterovirus in summer

of 2015 in Hangzhou, China. Sci Rep. (2016) 6:35388. doi: 10.1038/srep

35388

12. Zeng HR, Zheng HY, Liu L, Lu J, Tan XH, Sun LM, et al.

Etiological characteristics of herpangina cases in Guangzhou city in

Frontiers in Medicine | www.frontiersin.org 9 April 2022 | Volume 9 | Article 822796

https://www.frontiersin.org/articles/10.3389/fmed.2022.822796/full#supplementary-material
https://doi.org/10.1007/s12519-019-00277-9
https://doi.org/10.1542/peds.2006-3331
https://doi.org/10.16505/j.2095-0136.2020.0022
https://doi.org/10.7717/peerj.9991
https://doi.org/10.1016/j.resinv.2020.10.010
https://doi.org/10.5582/bst.2021.01242
https://doi.org/10.15585/mmwr.mm6937a6
https://doi.org/10.1080/21645515.2021.1956227
https://doi.org/10.1038/srep35388
https://www.frontiersin.org/journals/medicine
https://www.frontiersin.org
https://www.frontiersin.org/journals/medicine#articles


Xie et al. Molecular Epidemiology of Herpangina Children

Guangdong province, 2015. Chin J Exp Clin Virol. (2018) 32:48–50.

doi: 10.3760/cma.j.issn.1003-9279.2017.05.007

13. Sun JY, Xiao Z, Cui HY. Investigation of two outbreaks of herpangina

caused by CoxA4 in kindergartens. Chin J Sch Health. (2015) 36:631–2.

doi: 10.16835/j.cnki.1000-9817.2015.04.056

14. Wu J, Yang JY, Dong XG, Yang XX, Yu H, Li RX, et al. Investigation

of two Coxsackievirus A10 caused herpangina outbreaks in child

care settings in Fengtai, Beijing. Dis Surveill. (2017) 32:168–70.

doi: 10.3784/j.issn.1003-9661.2017.02.020

15. Mirand A, le Sage FV, Pereira B, Cohen R, Levy C, Archimbaud C, et al.

Ambulatory pediatric surveillance of hand, foot andmouth disease as signal of

an outbreak of coxsackievirus A6 infections, France, 2014-2015. Emerg Infect

Dis. (2016) 22:1884–93. doi: 10.3201/eid2211.160590

16. Ai YH, Zhang WW, Wu J, Zhang JZ, Shen MJ, Yao SF, et al. Molecular

epidemiology and clinical features of enteroviruses-associated hand, foot, and

mouth disease and herpangina outbreak in Zunyi, China, 2019. Front Med.

(2021) 8:656699. doi: 10.3389/fmed.2021.656699

17. Peng Q, Xie MY, Zhang YH, Liu Q, Li WR, Li SP, et al. Molecular

epidemiology of the enteroviruses associated with hand, foot and mouth

disease/herpangina in Dongguan, China, 2015. Arch Virol. (2016) 161:3463–

71. doi: 10.1007/s00705-016-3058-6

18. Min N, Ong YHB, Han AX, Ho SX, Yen EWP, Ban KHK,

et al. An epidemiological surveillance of hand foot and

mouth disease in paediatric patients and in community: a

Singapore retrospective cohort study, 2013-2018. PLoS Neglected

Trop Dis. (2021) 15:e0008885. doi: 10.1371/journal.pntd.00

08885

19. Hu YF, Jia LP, Yu FY, Liu LY, Song QW, Dong HJ, et al. Molecular

epidemiology of coxsackievirus A16 circulating in children in

Beijing, China from 2010 to 2019. World J Pediatr. (2021)

17:508–16. doi: 10.1007/s12519-021-00451-y

20. Kanbayashi D, Kaida A, Yamamoto SP, Hirai Y, Kubo H, Fujimori R, et

al. Impact of Coxsackievirus A6 emergence on hand, foot, and mouth

disease epidemic in Osaka City, Japan. J Med Virol. (2017) 89:2116–

21. doi: 10.1002/jmv.24905

21. Thammasonthijarern N, Kosoltanapiwat N, Nuprasert W, Sittikul P, Sriburin

P, Pan-Ngum W, et al. Molecular epidemiological study of hand, foot,

and mouth disease in a kindergarten-based setting in Bangkok, Thailand.

Pathogens. (2021) 10:576. doi: 10.3390/pathogens10050576

22. He SZ, Chen MY, Xu XR, Yan Q, Niu JJ, Wu WH, et al. Epidemics and

aetiology of hand, foot and mouth disease in Xiamen, China, from 2008 to

2015. Epidemiol Infect. (2017) 145:1865–74. doi: 10.1017/S0950268817000309

23. The People’s Government of Beijing Municipality website. (2020). Available

online at: http://www.beijing.gov.cn/gongkai/ldhd/202007/t20200721_

1953428.html (accessed February 20, 2022).

24. He SZ, Chen MY, Wu WH, Yan Q, Zhuo ZH, Su XS, et al. An emerging and

expanding clade accounts for the persistent outbreak of Coxsackievirus A6-

associated hand, foot, and mouth disease in China since 2013.Virology. (2018)

518:328–34. doi: 10.1016/j.virol.2018.03.012

25. Chen MY, He SZ, Yan Q, Xu XR, Wu WH, Ge SX, et al. Severe hand, foot

and mouth disease associated with Coxsackievirus A10 infections in Xiamen,

China in 2015. J Clin Virol. (2017) 93:20–4. doi: 10.1016/j.jcv.2017.05.011

26. Xu L, Cui DW, Wang L, Cheng J, Sun CG, Li LJ, et al. Genetic

characteristics of the P1 coding region of coxsackievirus A16 associated with

hand, foot, and mouth disease in China. Mol Biol Rep. (2018) 45:1947–

55. doi: 10.1007/s11033-018-4345-y

Author Disclaimer: The views expressed in the article are those of the authors and

do not necessarily reflect the position of the funding bodies.

Conflict of Interest: The authors declare that the research was conducted in the

absence of any commercial or financial relationships that could be construed as a

potential conflict of interest.

Publisher’s Note: All claims expressed in this article are solely those of the authors

and do not necessarily represent those of their affiliated organizations, or those of

the publisher, the editors and the reviewers. Any product that may be evaluated in

this article, or claim that may be made by its manufacturer, is not guaranteed or

endorsed by the publisher.

Copyright © 2022 Xie, Chen, Yang, Cui, Zhang, Zhao, Zhang, Du, Cui and Lu.

This is an open-access article distributed under the terms of the Creative Commons

Attribution License (CC BY). The use, distribution or reproduction in other forums

is permitted, provided the original author(s) and the copyright owner(s) are credited

and that the original publication in this journal is cited, in accordance with accepted

academic practice. No use, distribution or reproduction is permitted which does not

comply with these terms.

Frontiers in Medicine | www.frontiersin.org 10 April 2022 | Volume 9 | Article 822796

https://doi.org/10.3760/cma.j.issn.1003-9279.2017.05.007
https://doi.org/10.16835/j.cnki.1000-9817.2015.04.056
https://doi.org/10.3784/j.issn.1003-9661.2017.02.020
https://doi.org/10.3201/eid2211.160590
https://doi.org/10.3389/fmed.2021.656699
https://doi.org/10.1007/s00705-016-3058-6
https://doi.org/10.1371/journal.pntd.0008885
https://doi.org/10.1007/s12519-021-00451-y
https://doi.org/10.1002/jmv.24905
https://doi.org/10.3390/pathogens10050576
https://doi.org/10.1017/S0950268817000309
http://www.beijing.gov.cn/gongkai/ldhd/202007/t20200721_1953428.html
http://www.beijing.gov.cn/gongkai/ldhd/202007/t20200721_1953428.html
https://doi.org/10.1016/j.virol.2018.03.012
https://doi.org/10.1016/j.jcv.2017.05.011
https://doi.org/10.1007/s11033-018-4345-y
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
http://creativecommons.org/licenses/by/4.0/
https://www.frontiersin.org/journals/medicine
https://www.frontiersin.org
https://www.frontiersin.org/journals/medicine#articles

	Molecular Epidemiology of Herpangina Children in Tongzhou District, Beijing, China, During 2019-2020
	Introduction
	Materials and Methods
	Patients
	Viral RNA Extraction and Detection
	Sequence Analysis
	Data Analysis

	Results
	Demographics Characteristics
	Enterovirus Genotypes
	Phylogenetic Analysis

	Discussion
	Conclusion
	Data Availability Statement
	Ethics Statement
	Author Contributions
	Funding
	Supplementary Material
	References


