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Typing Listeria monocytogenes isolated from food by Diversil.ab system
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Abstract: Objective

L. monocytogenes isolates were typed by DiversiLab system. The result was compared with the
results of serotype and the antibiotic resistance. Methods
Results

The DiversiLab system was based on the principle of rep-PCR.
The 46 isolates were classified as nine types, type A to I. The 1/2a serotype isolates mainly belonged to A type.
Six 4b serotype isolates belonged to H type. Among 14 nitrofurantoin resistance isolates, nine of them were A type, one

isolate was B type, three isolates were C type, and one isolate was I type. Most of the nitrofurantoin resistance isolates
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were 1/2a serotype, except two of them were 3a serotype. Conclusion

DiversiLab system typing results revealed the

genetic characters and relationship of 46 foodborne L. monocytogenes. The typing resulis related to the H sites of serotype.

The similarity of 14 nitrofurantoin resistance isolates was high, and related to anti-nitrofurantoin resistance genes.

Key words: Listeria monocytogenes; DiversiLab system; homologous analysis; foodborne pathogen
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Table 1  Origins of 46 L. monocytogenes strains
T AR R RIS VAR R
=3t BJ-LMO-3,6,7,17,19,20,21 ,24 25, 33

26,30,32,34,36,38,39,40,41,42,
43,44 /45 ,50,51,55,56,58,59,60,

61,64 ,65,66
I BJ-LMO-5 1
B4 E BJ-LMO-8 1
X BJ-LMO-11,37 ,46 3
A BJ-LMO-18 1
G BJ-LMO-31 1
Ltk BJ-LMO-35 1
Y40 BJ-LMO-47 1
HAER BJ-LM0-48 ,54 2
L5 BJ-LMO-49 1
TR B £ BJ-LMO-62 1

L2 RS R0
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¥:3% . H MO BIO Ultra Clean Microbial DNA 2Bz,
& 4 A T DNA 4% BRG] 5 4 77 20 BR £ X
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DB I AL A0 i 1 A 2R 3R IR T DNA S A
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ARG Hr il . DiversiLab 4l Pearson #HOC R
JE TR R T 9 FE B 0 B R I ACE %o B35 R 1 14 1%
(UPGMA ) ZES7 PR A

2 #HR
2.1 RIS A R TR IG TR rep-PCR 43145 R
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BJ-LMO-24
BJ-LMO-21
BJ-LMO-19
BJ-LMO-SS
BJ-LMO-39
BJ-LMO-54
BJ-LMO-49
BJ-LMO-25
BJ-LMO-A45
BJ-LMO-40
BJ-LMO-44
BJ-LMO-32
BJ-LMO-7T
BJ-LMO-SS
BJ-LMO-51
BJ-LMO-38
BJ-LMO-17
BJ-LMO-20
BJ-LMO-S
BJ-LMO-3
BJ-LMO-18
BJ-LMO-66
BJ-LMO-SS
BJ-LMO-80
BJ-LMO-61
BJ-LMO-35
BJ-LMO-54
BJ-LMO-30
BJ-LMO-34
BJ-LMO-E5
BJ-LMO-26
BJ-LMO-S0
BJ-LMO-31
BJl-LMO-48
BJ-LMO-59
BJ-LMO-41
BJ-LMO-46
BJ-LMO-4a2
BJ-LMO-8
BJ-LMO-35
BJ-LMO-62
BJ-LMOS
BJ-LMO-37
BJ-LMO-11
BJ-LMO-43
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IIIIIIIIIMMTTOMOODOONOO®OD®D® PP PP PP P PP P>rP>RPPRDPDERDPDPRPDPR

H
I
I

46 PREAFZANHIG A= 2= WTRE I rep-PCR 43173 BUREAR 1K R FUL5E I 141

Rep-PCR dendrogram and gel images for 46 L. monocytogenes strains
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Table 2 Serotype and genotyping results of 46 L. monocytogenes strains
RS PR U 1 ¥ 784 FLPR Y DR [og7 =3 1M 77 %64 FL PR A
BJ-LMO-3 =Xfa 1/2a A BJ-LM0O-40 =3 1/2a A
BJ-LMO-5 B 4b H BJ-LMO-41 =3 4b H
BJ-LMO-6 =3 1/2a A BJ-LM0O-42 =3 4b H
BJ-LMO-7 =3cfn 1/2a A BJ-LM0-43 =3rfh 1/2b I
BJ-LMO-8 A i R 4h H BJ-LMO-44 =t 1/2b A
BJ-LMO-11 XA 1/2a H BJ-LMO-45 =X 1/2a A
BJ-LMO-17 =3 1/2a A BJ-LMO-46 XA 4b H
BJ-LMO-18 A 1/2a A BJ-LMO47 TR E 1/2¢ I
BJ-LMO-19 =Xfa 1/2a A BJ-LMO-48 VR A 1/2b G
BJ-LMO-20 =3t 1/2a A BJ-LM0O-49 Lt 1/2a A
BJ-LMO-21 = 1/2a A BJ-LMO-50 =3 1/2a F
BJ-LMO-24 =Xt 1/2a A BJ-LMO-51 =3 3a A
BJ-LMO-25 =3t 1/2a A BJ-LMO-54 PR 3a A
BJ-LMO-26 =X 1/2a D BJ-LMO-55 = 1/2a A
BJ-LMO-30 =3cfh 1/2a C BJ-LMO-56 =3Cfh 1/2a B
BJ-LMO-31 RIHE 1/2a F BJ-LMO-58 =Xfa 1/2a A
BJ-LMO-32 =X 1/2a A BJ-LMO-59 =3t 4d H
BJ-LMO-34 =3 1/2a C BJ-LMO0-60 =3t 3a B
BJ-LMO-35 St 4b H BJ-LMO-61 =3t 3a C
BJ-LMO-36 =Xfa 1/2a C BJ-LMO-62 T fifi £ 1/2a H
BJ-LMO-37 X5 1/2b H BJ-LMO-64 = 3a C
BJ-LMO-38 =3 1/2a A BJ-LMO-65 = 1/2b E
BJ-LMO-39 =3t 1/2a A BJ-LMO0-66 =3 1/2a B
Diversilab v3.4
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Figure 3 Overlay of rep-PCR fingerprints of genomic DNA for

9 out of 9 F300-resistant L. monocytogenes strains

belonging A type

Key Sample ID
10 BJ-MO-56 M
11 BJ-MO-36
12 BJ-MO-30
13 BJ-MO-34
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Figure 4  Overlay of rep-PCR fingerprints of genomic

DNA for 5 of 14 F300 resistant L. monocytogenes strains

belonging B, C and F type
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