[DGR7E=(

Acta Microbiologica Sinica

2016, 56(1): 150-156
http://journals.im.ac.cn/actamicrocn
DOI: 10.13343/j.cnki.wsxb.20150175

Research Paper

47T S EAIL B IR A S F 5 7B
R, B, A, ZET, mes, kB

VAL A Ll Bl aE B B R BE ST AT, STIRIA TR T B AL A S e, Widk iU 430064
PRITKFES YRR, WAL SN 434025

2. [ Hoy ] b 7 diae s X 58 == 1 i A IR S a3 R, N 200 s 81 3 B )7 %)
2013-20144F R4 74K B 2 1 25 I RTSIIL B RREA T 20 0 BBESE . [ O7ik ] DA IS it TR i 718 22 4k
WaspA. glnd . gltd. glyA. pgm . tktFluncAy BN, $EEFEAILHHFPCRY 1, WF A3,
WP 5558 EAREHE FEUEAT LU X, IR B 27 557 51 73 B (Multilocus sequence typing, MLST)istf& 4k
Mo (4R ] 2 RIpRICA 38 STRL, 1041 seleft, HhmZ YR AST-353CCHIST-464CC, K24
B AN L K G 5 FN25 BT RIS THY . it s, ARIE & 18 £ b2 25 M e 9 B — e 1 22

S, NI M DM PR ) 25 i 25 T 22 B s 2 R

[ Z53E ] ABFTEHBIIL 7> B 947 RR & U =S i 25 il

B HEAT TMLST 0T, HEAPRW/RERESARIEBO 5, R o 3R E 58 25 75 i Bl (14 A 7 = e A 4 {1t

FHAREEE

Xga: B iE, S0078 8

23 W2 i 58 (Campylobacter jejuni, C. jejuni)Jz:
— A BRI Y 32 A A R 3 R i
W, Ao DESRNETS . RS, HEREHE
B HAE EZ— mEB s EAEEE, 2
AR FIZE SRR RT R E 7Y, A 4704
TOR, = ih s st 5 R i 2 vy 32 2 5t A
Z—, WIS A Z 2R H 5 R,
TR e, B R ERAIE TR M A
Boes TS R, 58 22 11 25 ih v e - ) £%

PR Z—, HIWE NG D i AT 2 A
S DRI R 3 i S o B A I O B A
O FHRAEITS A LB

27 ST AN 53 B S AE K R JRAR TR A 3£
Wy AT e, ELA AR S 4 B RE 1 BEE T4 T
TR 5 W] T or i k2= 958 . Dingle
FEAE20014F F R R A FHMLS T )y ik 1728 1 25
B HFSE . 20034EManningZ5i2 FIMLST X 8h
IR TR 25 a5 il B R T T o0 P ST,

BEE&WE: ARl BIFE 23550 H (201303044) 5 FEZR A =) £ AR R AR LI 5845 (CARS-42-G11); #idt

BIWYIMIG S 53T &R E 5550 % (2012ZD151)

*BIE1E& . Tel/Fax: +86-27-87380193; E-mail: kobe2071@tom.com
WA EHA: 2015-04-13; fEEIEH]: 2015-06-23; MLELARRTE: 2015-07-05


http://dx.doi.org/10.13343/j.cnki.wsxb.20150175

HRE | WMUEYZER, 2016, 56(1)

TR BB T Z AR PR E
D DO R - I T Qe S s R
MLST J7 ¥ X6 2R i X R A 6 3t [X 25 i 25 fh 7 43
BRI T 143, AR b DX O AR DCE A

AHRGEAH HMLST /735X b i [X 20132014
RO B I ATRR R 2 A S il R EAT T o BB
g8, AR 23 1 S TR B AT R A s A R
TESR LRl = A0

1 AR %

1.1 #8

1.1.1 REBEHE: 2013-20144F 10 X 4 25 1
ATRRERZS IS i g (1), B2idPCRE 2 i
RS 5E . BB AR S SRR T 2T e — KRG &
sE oYy, 8RR T RN EH 25,
T RIARE SRR T2 R A J5m8 3 . WA
BESR SRR T 1220537 . ARk 0 BE F R IR T340 5%
pEER

112 FEFERER: (1) 5SRARIRRER 2 AR
(mCCDA)RFFRIE | PiA RIS e IR A FE W A
OXOIDZsH] 5 s 8™ <48 § H AMGCA
i R R A AR R A R (2) HiT 3
PR 4 2 BGA ) & FIDNA Markerll [ 55459 T#2
(KIEVHAR/AA], 2xTag Plus Master Mix (Dye
Plus)I¥ [ 8 st MERE AR MR A R A FD

*1. KEPERABEK
Table 1. The strains used in the study

Number

Isolate area Source Samples

JSI(1-14, 16-25, 27-28),

of isolates

Wuhan  Chicken 30 XZI1, XZJ2, CDJ1, H3-7
Pigeon 1 G2-14

Daye Chicken 5 DYJ3-6, DYJ8
Duck 1 DYY1

Jianli Duck 2 JLY1-2

Xiantao Chicken 8 XTIJ1-8
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2. MLSTHIED BILGER
Table 2. The results of data querying

Samples Clonal Complex ST Number aspd  glnd  gltA glyA  pgm tht uncA Remarks

JSI2 ST-1150 1121 1 103 110 30 140 188 164 79

H3-7 2637 1 103 110 30 140 188 164 120

JSI17 7471 1 384 110 30 140 188 164 79 New
JSJ18 7477 1 103 84 30 140 188 164 79 New
JSJ4 ST-353 2132 1 7 2 5 2 2 3 6

X732, XTJ1-5 2842 6 9 2 5 2 11 6

XTJ6 7452 1 7 114 12 2 2 6 New
JSJ21. JSJ22 ST-354 354 2 8 10 2 2 11 12 6

JSJ23 7466 1 8 10 2 2 11 253 6 New
G2-14 ST-45 137 1 4 7 10 4 42 7 1

JLY-1 7462 1 4 7 10 4 1 7 421 New
XTJ8 ST-460 4264 1 9 30 2 15 89 59 6

JSI28 ST-464 464 1 24 2 2 2 10 3 1

JSI1 3140 1 33 2 2 2 10 3 1

DYIJ5 7464 1 14 2 153 3 1 New
JSJ5. 6. 16 7469 3 24 526 2 10 3 1 New
JS127 7473 1 24 526 2 82 10 3 1 New
JSI8 7482 1 33 176 30 2 10 3 1 New
JSJ14 7484 1 24 526 2 2 86 3 1 New
JSI9 ST-52 7453 1 33 176 30 10 10 3 6 New
CDIJ1 ST-574 2145 1 9 53 5 10 2 3 3

DYJ6 ST-607 7465 1 33 2 5 173 11 3 6 New
JSI12 ST-828 7461 1 32 39 30 82 113 3 17 New
JSJ20 7472 1 32 39 30 82 169 12 17 New
XZJ1, XTJ7 UA 4240 2 67 4 5 68 11 3 6

JSJ10 4258 1 2 2 2 10 10 59 5

DYJ8 4324 1 24 2 288 72 22 405 6

JSJ13 7454 1 67 4 5 68 86 3 6 New
JS124 7455 1 2 11 3 6 New
JSJ25 7456 1 2 2 153 253 147  New
DYJ4 7463 1 364 292 54 126 34 421  New
DYJ3 7470 1 364 292 64 126 34 421 New
DYY1 7478 1 363 500 292 48 485 24 147 New
JLY2 7476 1 37 476 4 28 682 25 147 New
JSI31 7480 1 67 21 2 10 153 253 147 New
JS17 7481 1 103 17 255 2 86 3 1 New
JSI11 74383 1 67 481 2 407 153 307 147 New
JSJ15 7485 1 14 2 6 15 22 3 6 New

UA, isolates that were unassigned to any clonal complex so far. Remarks, new sequence types are found. New Allelic profiles are shown
in bold.
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Figure 1. Phylogenetic tree composed by means of the seven housekeeping genes of the MLST analysis. The dates
show the name of isolates, sequence types and allelic profiles of the seven housekeeping genes (aspA, ginA, gltA,

glyA, pgm, tkt, uncA), respectively.
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Multilocus sequence typing analysis of 47 Campylobacter jejuni
strains isolated from poultry in Hubei province

1,2 . 1 2 . . 1 . 1 . 1*
Jun Dong**, Mei Han ', Kang Zhou’, Qingping Luo, Huabin Shao ', Tengfei Zhang
" Animal Husbandry and Veterinary Institute, Hubei Academy of Agricultural Sciences, Wuhan 430064, Hubei Province, China
? College of Veterinary, Yangtze University, Jingzhou 434025, Hubei Province, China

Abstract: [Objective] To study the epidemiological and molecular characteristics of Campylobacter jejuni in poultry in
Hubei province, we used multilocus sequence typing method to classify 47 local C. jejuni strains. [Methods] Genomic DNA
of each isolated strain was extract, seven housekeeping genes including aspA, gind, glt4, glyA, pgm, tkt and uncA were
amplified by PCR and sequenced, and then the sequences of genes were analyzed using MLST database. [Results] There
were a total of 38 sequence types and 10 clonal complexes, and ST353 and ST464 complexes were the largest amount of the
population of C. jejuni analyzed, of which 2 new allelic profile and 25 new sequence types were found. Phylogenetic tree
shows that sequence types from different types of poultry and different regions were different. [Conclusion] Forty-seven C.
Jjejuni strains isolated from poultry in Hubei were analyzed using MLST and showed abundant genetic diversity, it will

provide scientific data to the epidemiological investigation of C. jejuni in Hubei, China.
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