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Isolation, identification, multilocus sequence typing analysis and

antimicrobial resistance of Campylobacter jejuni isolated from

commercial chicken in northeast China
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Abstract: In order to reveal the contamination, population character-
istics and antimicrobial resistance of Campylobacter jejuni isolated
from commercial chicken in Northeast China, 1 000 chicken samples
were collected from the Northeast China. C. jejuni was isolated and
identified. The genetic diversity of C. jejuni was analyzed by multilo-

cus sequence typing (MLST). The antimicrobial resistance of C. je-
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juni to 8 antibiotics was detected by K-B AGAR diffusion method.
The results indicated that 62 C. jejuni strains were isolated from
1 000 chicken samples with a contamination rate of 6.2% , and were
divided into 14 sequence types (STs). Among them., ST1 and ST5
were the dominant STs. The results of antimicrobial resistance analy-
sis showed that 62 C. jejuni strains were highly sensitive to cipro-
floxacin, compound sinomin and cefotaxime.

Keywords : commercial Chicken; Campylobacter jejuni; isolation and
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Table 1

The contamination of C. jejuni in commercial

chicken in Northeast China %
Hh X X ft) 14 X5 PERCE LR
A 7 4 5.5
B 6 5 5.5
C 9 6 7.5
D 7 5 6.0
E 8 5 6.5

T FERECH 100,
47



E3EFECH %

08 25« A I i 5 X0 P v s i 25l R B0 20 8 8 L0 R T 25 1 03

13.66 6115 AW o 7 b DX 7B X P R B0 B A Y e
AN 6.2 B BATT Z T A5 Yo
2.2 FIMRTEGHP=HEMAFEL MLST 547

Ko 62 M5 fon 25 il AT B 3 DR RS 1 900 A Al IR P kAT
Bt . 45 2 5B D9 45 (i BRI 5 A0 STL 45 R IL 3R 2. 62 #fss
fn s FF B B 50 D T 14 4> ST, 430 09 ST1(15 #) (ST5 (24
Bk).ST28(2 #k) . ST52 (4 #k) . ST64 (4 #k) ., ST (3 #)
ST90(1 #k) . ST236 (1 #), ST456 (2 #k) . ST751 (1 #k) .
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Table 2 MLST analysis results of 62 C. jejuni strains
- S HE A st
aspA glnA gltA glyA pgm tht uncA

1 2 1 54 3 4 1 5 15

5 7 2 5 2 10 3 6 24

28 64 19 20 77 94 54 16 2
52 9 25 2 10 22 3 6 4
64 1 6 15 24 12 28 1 4
88 it 7 10 4 36 28 1 3
90 2 1 1 3 2 27 5 1
236 3 4 1 4 19 1 5 1
456 59 1 12 3 2 12 5 2
751 7 7 40 4 42 7 1 1
905 2 15 4 3 154 25 35 1
1222 4 7 140 4 1 7 1 2
3228 10 1 16 322 10 5 7 1
3242 33 39 30 79 188 164 17 1
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Maximum-likelihood tree of splicing sequence of 7
housekeeping genes in C. jejuni with different
STs
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Table 3 Antibiotic susceptibility of 62 C. jejuni strains
)/ 25 a5l B R0 (i 4 D
A # o

(pg * Dise™H) ik g fiif 24
kTl fig 30 57(91.94%)  1(1.60%)  4(6.45%)
BN RN 5 60(96.77%)  2(3.23%)  0€0.00%)
FARSS 3 15 3(4.84%)  2(3.23%) 57(91.94%)
B2 30 42(67.74%)  4(6.45%) 16(25.81%)
AR EE R 2 6(9.68%) 10(16.13%) 46(74.19%)
HHER 10 36(58.07%) 12(19.36%) 24(38.71%)
RREER 10 7(11.29%)  0€0.00%) 55(88.71%)
5205 i W 25 58(93.55%)  4(6.45%)  0(0.00%)
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