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Abstract: In order to understand the genetic diversity of food-borne Campylobacter jejuni isolated in 2012~2014 from different cities of
China, multilocus sequencing typing (MLST) was used for molecular typing of the 33 isolated strains. In the study, the housekeeping genes of
33 strains were amplified by PCR using 7 different pairs of primers, and the amplified products were identified by gel electrophoresis and
sequenced. The sequencing results were compared with the Campylobacter database of PUbMLST to obtain the corresponding sequence types,
and the data of the new sequence type were submitted to the curator. A phylogenetic tree and minimum spanning tree were constructed according
to MLST data. The results showed that 33 food-borne C. jejuni strains could be divided into 27 STs, of which 14 were new STs. They could

E[BE 5

TE T8 S 7 S R A s il A ) 20100 2R R L% 2 REPE A [0 B B A BHE, 2020,36(3):133-139

WANG Zhi, WANG Juan, WU Qing-ping, et al. Molecular typing of foodborne Campylobacter jejuni and analysis of its genetic diversity
[J]- Modern Food Science and Technology, 2020, 36(3): 133-139

WFSEHA: 2019-06-01

EEWH: EBRESMAIRITE (2017YFC1601200); EREARZEELTE (31801650); N AMEYERE SSIWEFMESTIE (SKLAM004-2016) ;
IHREREGTRIBIE (2017B090904004); I ARERFRSEHESIFHERNA RAESEILE (2017GDASCX-0201)

&N 8 (19940), B, MIMRE, AAE: =HTHERETEHRIG; LEE—EE: T8 (1986-), &, HL, BIFER, WAE: RRNEY
RN S N

BiMEE: REF (1962-), B, #L, #RAE, FEIRERRL, A5RAR: SRMEYRSENSRHEEAR

133



MR ERRE 2020, Vol.36, No.3

form 11 clonal complexes, with the dominant clonal complexes being CC22 and CC45, and some CC-types were found clinically. There were
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91 nucleotide polymorphism sites, with some alleles being recombined. These results demonstrate the genetic diversity of the strains isolated

between 2012 and 2014 and their potential pathogen risks.
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Table 1 The information of strains and MLST data

HH kK  dE aspA gInA gitA glyA pgm tkt  uncA ST clonal complex
1273-2B 5 A IR 7 78 42 4 11 12 8 3930 NA
002-3A %A A& 4 680 10 4 1 7 1 9295 45
002-3C %A A& 4 7 10 4 1 7 594 9495* 45
786-1B 8 7 B 9 53 2 10 129 3 3 9561* 574
003-3B %A B 9 2 5 2 11 3 6 2842 353
004-3B fy B 9 2 5 2 11 3 6 2842 353
472-2B A TR 3 1 5 17 11 11 6 49 49
23 4R M 2 61 4 64 351 7 23 9547* 1034
103B 78 1 J 8 2 2 212 11~ 253 147 7536 NA
105-1c 4855 J 14 679 2 10 86 3 6 9496* 52
109-3B 8 7 T 24 2 2 2 10 3 1 464 464
110-1B A JM 10 2 50 62 91 73 45 468 NA
126-A-% 2 A Ak 7 172 21 49 125 224 51 3573 NA
130B ¥# 1 & 7 EEE 8 2 292 212 351 29 57 9720* NA
148-B A #iz 55 52 57 26 470 29 23 9497* 692
178-2A 7% 1 B 172 2 2 2 11 5 6 9498* 354
178-2B A iz 1 3 4 3 733 3 9723* 22
178-2¢c A B 37 61 4 64 141 3 61 9724* NA
178-3B A S 7 10 4 42 51 1 583 45
178-3c A B 4 680 10 4 42 51 1 9499* 45
1924-2¢ S B 2 2 212 11 253 147 7536 NA
1924-3c B8P {37 61 4 64 141 3 35 9545* NA
2324B 78 K B 24 2 2 2 10 3 1 464 464
CD300 A8 7 PRAR 2 4 42 3 2 1 5 3944 21
CD302 8 7 PRAR 7 172 21 49 125 224 51 3573 NA
CDJ2573 8 7 PRAR 4 7 10 4 1 7 1 45 45
CHJC2-3B %A MAL 8 2 2 212 22 253 147 5869 NA
KM330B =% g9 1 3 6 4 3 3 3 22 22
LWN1473A %A J M 22 172 80 388 470 772 533 9721* NA
LWN1474B %A T 22 364 80 388 470 772 533 9722* NA
NCJ2523-2B 8 7 # 8 10 2 50 62 91 73 45 468 NA
WH318 2K KX 172 2 2 11 5 6 9498* 354
WHJ2674 Bro KX 1 39 6 4 3 3 3 9548* 22
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135



MR BRI

Modern Food Science and Technology

2020, Vol.36, No.3

W BT S5 5 TR (1) 7 45 SRR A B MLST £l 2
HHTHON, BARSE BN 1 s . Bra ) 33 HRa s
MBI LA 27 A ST 2, Forr 14 /N ST &Y, 3%
4 15 ¥k (15/33, 45.45%). Fif i ST BUgtkAE
1N KoR. ST3573. ST468. ST2642. ST464.
ST7536 FI ST9498 #RL S PIFkER, HARZSH ST BIHS
RE—HE. A 20 PRETERORE S G144 (clonal
complex, CC), 13 HRIAREIERIER Ak, N
MBI MLST EdaErrtbgenrsn, EBs LR #R ST
RN ST21. ST45. ST50. ST22 4%, AR B
PREFEEE S, 33 FRE AT LA 9 27 AN ST 2, %A &
EARHAN ST B4, BA 34 br Lo WL ST BB RETE
AT HERE]

22 FHUERFFIERDT

FIT IBE MRS T 91 PR 2 AT, B
PREER W 1. FE[A aspA. gInA. pgm Al uncA #B&H
14 AR, tkt Sy 13 Ff, gitA FH glyA % H A 11
PRI IR, 2R . 7 PP REER R

—_—00

AT I R i 543 5] N aspA~4(5/33, 15.15% ) gInA~2
(12/33, 36.36%). gltA~2 (9/33, 27.27%). glyA~4
(9/33, 27.27%). pgm~11 (8/33, 24.24%) Fl tkt~3
(10/33, 30.30%), uncA |5 uncA~1 (6/33, 18.18%)

AT uncA~6 (6/33, 18.18%) Wiff.

N TR R E A L, /8 SplitsTree v4.0
Gt 7T ANMEFRERK AL, FFRH Split
decomposition HaJEE AL iF AT, 34T Phi-test 1t
B, HeRansk 2 1 1 ps. A 2 7 Phi-test 7]
A1, FEPH aspA. tkt A uncA WA KEBEREMA

(p>0.05), TM%EX gInA. gltA. glyA Al pgm &4 T
PEREHA (p<0.05). MK 1 Hhtn]s, KA aspA
TERL T IBMTIRRGE A, AT baify, HEH
KRR FEIA tkt AT uncA SN S TaliERR L,
¥ tkt~73 1 uncA~533 FIHAFIFERGATEL, X 5%
¥ 2 Phi-test (ERARAXT L, HAAFEH KA R
B, T gitA. glyA Al pgm #FE K T AR S5 H,
BRONE IR R, HEAREMRE R, S5&20
AR 5o

u—

uncA-1

uncA-2

1 ERAEHEFUEEER SRS RE
Fig.1 Recombination splitting decomposition map of Campylobacter jejuni alleles
2: LB SplitsTree 4% A Split decomposition #3, B WaIX 5 A6 E A2 EATRAARZ M EME, L& F2 0 HA
$EAAEETREAZ, RZTF K. gnA, tkt F= uncA A 942 KW K k& lh %, B ginA-1. tkt-1 A= uncA-1 A &5 A, ginA-2.

tkt-2 F= UNCA-2 A T 2 84 By R K B A5 .

136



MR BRI

Modern Food Science and Technology

2020, Vol.36, No.3

= 2 MLST FEEEEURESERA 225
Table 2 MLST allelic information and nucleotide

polymorphism

locus No.oflocus Phi-test

aspA 14 0.98323
glnA 14 0.00319
gltA 11 0.01773
glyA 11 0.00003
pgm 14 0.02217

tkt 13 0.30061
uncA 14 0.44364
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