- 10 - HAES IR AN AR TR 245 2019 AE 2 A% 33 555 1 Chinese J Exp Clin Virol, February 2019, Vol. 33, No. 1

%

2016—2017 £ 7 B F & IR 19 5% 5 R 1 M
WATHI EV-A71 Fl CV-A16 3 HE-E 43 #7

e LAt 4P RF OERR FUk' EAHE ABs
'BREARRERCEFREFPRFRELFRE, ¥ EERBAG 4 F Ok ER
R 325 B, P B R AR TRG 125 P oo, bR 10220637 T 2% 9 TR 4246 ¥ 8 9w A 4R
N 750004 ;° 3L T I R & m TR B 424 8 100089

e S ST LT

WA A KAEZ ) Email ;. wezede @ hotmail. com, % 3% ; 010-58900656 ; = % #% , Email ;
dongmeiyan1976@ 163.com , ¥, 7% :010-58900185

[fWZE] B#W  TH5E 20162017 4E T H AR X (775 ) F & % (hand, foot and mouth
disease , HFMD) [ JE A8 A%, 4040 32 B0 IR i 16 9% B A 21 71 B ( Enterovirus A71, EV-A71) Flfd] 5%
ZH 7 A 21 16 B ( coxsackievirus A16, CV-A16) FZERAFIE, ik 43871 2016—2017 4E T E HFMD
HIRZTR IG5 5 B8 HFMD (0095 SRR s X 2016—2017 4F 3 B |- 7 28 [ 58 HFMD 6 £ 1 ) 2 6y 25
B i T8 R AR AR R A RT-PCR 5 k438 VP Znf X I 47 26 05 2 41 0 8 , BLAST 43 AT 8 8 2 1k A9 1l
TR, IR EEH EV-AT1 FT CV-AL6 4r B MR IR @ R AU, BRI 45 R 7R, 2016
12017 4E7° 3 HFMD Hb BH M A6 3 36 5 w8 1) 95 S A 43 J31) Sy 3 Al % 3 9% 2% ( enterovirus, EV) (397,
43.72% ) M EV-AT1(918, 56. 18%) , AR 3 kar i) 4 (4 £ B0 A4 A 22 5 . 2017 1 2016 4F4H Lt
HFMD (4955 ke 186 R LAt EV R CV-A16 2 557280 EV-A71 FIEHAD EV 232, 2016—2017 4F T H -
EZEEZK HFMD M2 EMISEEG 2 1Y EV-AT1 Y8 F C4 JLFW AL Cda HE104> 32, CV-Al6 HJE T Bl
FEFNE ALY B1b b5y, i T HE HFMD [ FAG B , 2017 4F EV-A71 CV-A16 FIHAD EV [
FIRLS 2016 AFAR L&A T B8 827 B T ) HEMD B9 A B EV-A71 1 3h A28 1k, %45
5 EV-AT1 B2V 0 FH R w4 R LA BT e IR N s A EEAE R 1], B ER E HFMD (st B &

[X8iA]  F= A RIEA G A TR 2 F A TR

EE£WH: “+ = H" BZRFHE KL IR E (20182X10713002, 2018ZX10713001-003,
2017ZX10104001)

DOI; 10. 3760/ cma.j.issn.1003-9279. 2019. 01. 003

Pathogenic composition of hand, foot and mouth disease and enterovirus-A71 and coxsackievirus-
A16 genetic characteristics analysis in Ningxia, 2016-2017

Li Jie', Ma Jiangtao® , Liu Li* |, Zhang Yong', Ji Tianjiao', Xu Wenbo', Yan Dongmei', Wu Guizhen'
'NHC Key Laboratory of Medical Virology and Viral Disease, National Institute for Viral Disease Control and
Prevention, China CDC, Beijing 102206, China; *Ningxia Center for Disease Control and Prevention,
Yinchuan 750004, China; * Haidian Center for Disease Control and Prevention, Beijing 100089, China

Li Jie and Ma Jiangtao are contributed equally to the article

Corresponding author: Wu Guizhen, Email: wgzcdc@ hotmail.com, Tel; 0086-10-58900656; Yan Dongmei
Email ; dongmeiyan1976@ 163.com, Tel. 0086-10-58900185

[ Abstract]  Objective To understand the pathogenic composition of hand, foot and mouth disease
(HFMD) in Ningxia Hui Autonomous Region ( Ningxia) from 2016 to 2017, and analyze the genetic
characteristics of the main pathogens enterovirus ( EV)-A71 and coxsackievirus ( CV)-A16. Methods
Analysis of the result of nucleic acid testing of HFMD in Ningxia from 2016 to 2017 to determine the
pathogenic composition of HFMD. The complete VP1 coding region was amplified by RT-PCR and the gene



HAESER AN AR FE - 245 2019 AF 2 A% 33 %5 1 Chinese J Exp Clin Virol, February 2019, Vol. 33, No. 1

sequence was determined for the enterovirus strains sent to the National HFMD Network Monitoring
Laboratory in Ningxia from 2016 to 2017. BLAST analysis confirmed the serotype of the strain, and the
phylogenetic tree was constructed respectively by selecting EV-A71 and CV-A16 isolates. Results The
leading pathogens of HFMD in Ningxia of 2016 and 2017 were other EV (397, 43.72%) and EV-A71
(918, 56.18% ) respectively, and the dominant pathogens in different months may differ. The pathogenic
composition causing HFMD in the past two years has changed from CV-A16 and other EV to EV-A71 and
other EV. The isolated EV-A71 strains were C4a evolutionary branch and the isolated CV-A16 strains were
B1b evolutionary branch. Conclusions Compared to 2016, in 2017 EV-A71, CV-A16 and other EV
changed dynamically. Dynamic monitoring of EV-A71 in Ningxia is of great significance to guide the strategy

of using EV-A71 vaccine, concentrating medical resources to strengthen the treatment and reduce the

mortality rate of severe HFMD cases.
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RABORAL V-RG® J&—F I IRAE RS B 15 10, & A7 8 K #EME A 11 2 (V-RG) By 98B F 41
AJTIRTERRARRERT . H 1987 AF LK, Rk K T 24 2.5 425, AR —HEARAS 14 0T A9 B 2 11 IR AT R 5
B (ORV) W R BN IAEE WP AR B W AR A T B AE R S e LIk, T A AR B A Zh sl R & AN BRI
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RG , ZEFGIEIH ™ ) SR 5 43 & 20 57 A8 sh i S At B AR FP & . 3 AN BRI 5 (AR 3 [ RN 5 2
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5 I T R PG S ) — 0 11 BT R 928 T e P TR A 31 o T 15 30T M A IRITAE RS B A8 F, 2009
AR 1 SR A A TIZAE RS 75 28 Bl 5 | 19 55 Je AR RO 229, #E 35 [, — T ffi H1 RABORAL V-RG K
ORV BB i-J BH 1358 BEAE R B AR F ) KB b B Y J . ZELA {651 RABORAL V-RG # F T4 il 57 4 58
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