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Surveilance of diarrheogenic Escherechia coli in foodborne
diseases in Henan, 2015-2017
QIU Zhengyong, ZHANG Meng, WU Lingling, CHUI Huixia, ZHANG Xiuli
(Henan Center for Disease Prevention and Control, Henan Zhengzhou 450016, China)

Abstract; Objective To investigate the pathogenic types and distribution of diarrheogenic Escherichia coli (DEC) from
foodborne diseases in Henan Province, and provide reference data for the prevention and control of foodborne diseases.
Methods Fecal specimens from patients with foodborne diseases in sentinel hospitals were examined for DEC to determine
pathogenic and virulent genes. Results 215 of 4 137 stool specimens were positive, and the positive rate was 5. 2%. Four
of them were mixed DEC infection of different types. 219 strains of DEC were isolated, including 156 strains of
enteroaggregative Escherichia coli ( EAEC ), 28 strains of enterotoxigenic FEscherichia coli ( ETEC), 28 strains of
enteropathogenic Escherichia coli (EPEC), 2 strains of enterohemorrhagic Escherichia coli ( EHEC), and 5 strains of
enteroinvasive Escherichia coli (EIEC). 95 cases of patients were between 0 and 5 years old, with the proportion of 44.2%.
DEC cases had a peak in June and October, but was found all year round. In terms of suspicious food exposure, 34 cases
were caused by meat and meat products, 31 cases by milk and dairy products, accounting for 17.3% (34/196) and
15.8% (31/196) respectively. Conclusion The genotype of DEC in foodborne diseases in Henan was mainly EAEC.
Infection was mainly in children under 5 years old. It occurs frequently in summer and autumn. Meat and meat products,
milk and dairy products caused more cases.
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Table 1 Virulence gene carrier of 219 DEC strains
Eigl EIE R i b/ %
astA 109 69.9
aggR 1 0.6
pic 9 5.8
EAEC(n=156)
astA , pic 13 8.3
aggR ,pic 13 8.3
astA ,aggR , pic 11 7.1
elt 13 46.4
elt ,estla 1 3.6
elt ,estlh 2 7.1
ETEC(n=28)
estla 1 3.6
estlb 7 25.0
estla, estlb 4 14.3
escV 27 96. 4
EPEC(n=28)
bfpB ,escV 1 3.6
escV,stxl 1 50.0
EHEC(n=2)
stxl 1 50.0
EIEC(n=5) invE 5 100.0

2.3 DEC BH: 191 4F % 3 A FRAE

DEC FH MR H v <5 % 5 44.2% (95/215)
EAEC By FHYEM )5 2, 5 77.9% (74/95) , HAE 4%
MERBA 434, EPEC 78 13~44 B A £,
di 50. 0% (14/28) , 132 2,
2.4 DEC BHM:9 1] & 955 B[] 53 A1

2015—2017 4F) /9 48 £ I8 M % DEC 95 171
1~12 s B %L1 1, DEC Jafil#E 6 A #1 10 A
B A i W A A A A A
2.5 DEC FHYE% 1) 7% 5% 2 i

215 {5 DEC AP 1 v, 196 4514 7] %E 7 &% 1
a8, 91.2% , Forh RS RS IT A R A R K
(17.3%,34/196) , Hok A 5 FL %l & (15.8%,



2015—2017 450 [ 44 £ 5 M 2 08 SIS R 1 35 A T Wi DU 4% 00 43 Ar —— I IE 55, 4% —447—
# 2 DEC FH 5 B 45 % 73 A AT
Table 2 Age distribution characteristics of diarrheogenic Escherichia coli positive cases
) Ez\\EC ‘ ETEC EI‘)EC , EI:IEC ' EFEC . EAFC+]?TEC ot
IoF1 42 5 181 R = 5 810 2 IR = 995 31 TP 44 5 181 450 IoF 442 995 51 s 191 4%
<1 38 8 1 0 0 0 47
1~5 36 4 7 0 0 1 48
6~12 1 0 0 0 0 1 2
13~44 49 7 14 2 3 1 76
45~59 21 4 6 0 2 | 34
=60 7 1 0 0 0 0 8
&it 152 24 28 2 5 4 215
301 2 i) EHEC 1 BH M9 1], EHEC B % 43 W 75 B8 IR
45t o
20l W 3, 1R Pk B R 1 B O T EIEC 4
& 357 fi gk EIEC 09 SO LG 5 82 AR — 2,
%Zg e o R EETE TSR EMN.
80l DEC B4t h 5 % LI FIILER Z , XAk
I5¢ B NBEHRHT 30589, 31X — 40 A 5 Z 10 FE 44 E
10 2 [ 3 — RN \ I
Sl Fe U B, T O T X — A W B N BE, B3
Lt R R R RN e R B R B EAEC
DECAAR M/ P 5 77.9% , EARC B A% Al — 4 1647 1
1 2015—2017 4F DEC BHHEA 61 & 95 1 1] 43 A [T P 5 L2 Ak g 2 B A 30 RE Sk 4 L AN

Figure 1

Monthly distribution of diarrheagenic

Escherichia coli infection cases in 2015-2017
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