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Pathogenic characterization of Shigella isolated from Ningxia
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ABSTRACT : The objective of the present study was to investigate the distribution and drug susceptibility of Shigella bacte-
ria in Ningxia. and provide the basis for prevention and control of bacillary dysentery through homology analysis of molecular
epidemiology. Biochemistry of API20E system was used to identily strains. and the bacteria categories were tested by slide ag-
glutination with a serum. The sensitivity of strain to 10 commonly used antibiotics was detected with Kirby-Bauer assay. and
pulsed-field gel electrophoresis (PFGE) was used for molecular typing. The results were analysed by BioNumerics V4. 0 and
UPGMA method. Among the 176 Shigella. there were 64 Shigella sonnet (36, 36%) and 112 Shigella [lexneri (63.64%)
which containing 52 Shigella flexneri 2b (29.55%). Results showed that drugs with higher resistance rate were ampicillin,
nalidixic acid. tetracycline and rifampin. following by amoxicillin and cotrimoxazole. The most sensitive drugs were ciprofloxa-
cin (CIP). cefotaxime and cephalothin; the test also showed that Shigella flexneri and Shigella sonnet had slight difference in
resistance spectrum to 10 antibiotics. The 112 Shigella flexneri were divided into 36 banding patterns, in which JZ.\'Nll.‘
NXO06. JZXN11.NX07. JZXN11. NX021. JZXNI1 and NX0025. accounting for 57. 14% . were the main outbreak types ini‘
Ningxia. The 64 Shigella sonnet were divided into 21 banding patterns. in which J16X01. NX0011 and J16X01. NX0012 were
the 2 epidemic banding patterns. accounting for 31. 25% and 15. 63% respectively. It indicates that in Ningxia. the most p()pu-.
lar Shigella bacteria is Shigella flexneri. and F2b is the dominant serotype. The detection rate of Fic and Shigella sonnet
have decreased signilicantly. The drug resistance rate of Shigella to ampicillin (AMP). tetracycline ( Te) and amoxicilli
(AML) are the highest. and the situation of multi-drug resistance is serious. The PFGE have type presented a diverse epidemi

pattern. The advantaged bands are less popular than befor
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and there is coexistence [or various types.



FRARORF T B EW AR F AL AT

253

BT L B B M LS Y T L
VETE FLSR LR A A T IE O A S ) B
i I SN EL I 1 T S
A K 134 47 741 R0 S 87 25 5 B s R L 2 2 Y
V2 A L LT 250 o 25 el R B AR
B 1 01 50 A1 8 980 M T 245 0 3R LR AT U LB
2% 3 ELAT T S, TR 5 5 b X 30 A1k A
75 955 A v 4 5 0 A A R R AU T L 9 O A it
4 43 BT 1K o 370 068 I ¥l Sk (PFGED 43 Y BF 5 LA
T A A 28 2 TR 0 TR R 4 A L 25 T B A T
R 1 1 78 S 06 R O R0 5 10 B 4 4R Rt o
i 4

= 2
o ls|

ME 57 %

1O RBRORTE WU 2002— 2010 AR T
5 M £ ) v 2 0 101 K RS 1) S O 4 B Y 176
1.2 uRAALAE 3B SS.MaC 3 [T XURE I
F| B0 A 0 A7 BR AR 22 B s API2OE S5 4% W 11 #g
B0 W) BTS2 BT AL K AT
R ] 25840 1 [ BD 23 R] s P R bR O 62 5
B BRI ATCC25923 KA FF 1A ATCC25922 Hy
B R L

FR ] PE N DI Xba | W Noe | 1 H K% 549

TREA R v TaKaRa 7= 8 BB B SeaKem Gold
Agarose 14 [§ Cambrex Bio Science Rockland; 4 [
filf K(MERCK 723 w] 7 i) s ok ol 37 %€ e o 9k A
Bio-Rad CHEF-DR [ll & %4 f1 Bio-Rad CHEF-Map-
per R4t BE I 21X Bio-Rad Gel Doc 2000 £ 4;;
A0 AL bioMérieux Vitek colorimeter; H A %
v L 475 FH R KO AR L B PLAE

1.3 47 % M2 B0 AN BT R AR I R A
GG 4RAE BURE i ML ik AT A R IS A TR AR
KL 5 46 € . 25 O 50 R 4K v 97 ik (K-B
£ A% O T K R S 56 % b i AL & DY 23 (NC-
CLS) 2001 # 4f e ) 1 45 24« JF LA br o 18 bk A5
1.4 ik o b7 8 5 0 Uk (PFGED 43 #r
CDCPulseNet USA 1948 — " .

% 0 % W

2 &% R .

2.1 WRIGAEGR N 176 BRIA 4 API20E
A Al A S R A BTG, P 4 R A B IR 2 R L
Wt — 0 e R R TS R T R
B R IS BRI 112 BR(63.6420) . D JER P ICE
BUECTA 64 FK(36.3620) MG B RE 19 AC BER
ALK D),

b Rl T6HKERRFRAHMISHBER
Tab.1 The distribution on flora and subtypes of 176 Shigella
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Fig. 1 Cluster analysis map of the Shigella’s PFGE pattern
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