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REP-PCR Analysis of Helicobacter pylori Clinical Strains
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Abstract : Helicobacter pylori strains isolated from 20 gastritis patients and 20 peptic ulcer patients was genotyped by
REP-PCR and was clustered with SAS software. These strains are devided into two categories according to their gen-

otype. But the rate of the two sources of strain in the two categories shows no apparent difference(P>>0. 1) ,indica-

ting that there is no significant close relationship between the genotype and the pathogenicity.
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Fig. 2 Cluster analysis of REP-PCR fingerprinting of 40 HP clinical strains

B o0, 1991 4F, Versalovie Fil Lupski F] A
REP JF 40 1E % A Wy e Ak vh )73z 40 A OF BA &
JE RS P R AE L AR AN IR R A AR 99 REP J751 [6] 11
CRA A B T — %o 51 4 O ok
CTUBUR T R SF MR ZZ IR IR R T — R
FEH 4> )5 ——REP-PCR!

REP-PCR 9 J5i 3 25 &1 T~ 2 17) PCR: F| ] — X
R 51 ) AT 44 A REP F %1 2 i) (9 DNA F
B, &V A Kt REP J7 5/ 4 o {& DNA
B U 25774 DNA fg i€l . fir L REP-PCR 1] H
FHRHE A,

BEAh T REP J3 30 o0 “ 5 42 M 3 I A1 [0l 507
A1) i DARH B BRI 4 A 5 AN [A] L REP-PCR 38
R SRR I (— A a4 ORF) J B,
AR A Be ok BEAL A B . SR add DA A 1 3 R 43
T J5 3 7 A I 2 20 B Y DNA 3 5 £ 4 45 2 181 TS
2 REP-PCR 7= A= i) W] A FR Ry 36 P 41 48 S |l . o
LA, REP-PCR #igs [ ] BRI A% A ) 19 22 5 s
#: (DD, different display)”,

A E 45 B ok , HP 1 REP-PCR K435 5
FORPE Z BN FEAE B B AH G . LR E T REA LR
P s QAR A7 76 4 X B AH G 1 L B H - F REP-PCR
TR R R SR ROk, @HP BT EUR IR I 2% 7
SR TE E R b g ) B ok 2 g HP H 7 R e

D3R A T O ELIX R A I T BT A TR ROk DR R
FANAY o 5T 3T 2 WP AR IR i 7 2 — P 58 3% REP-
PCR 77k (5 K Be PCR Mi45 &) k5 HERD
BT AR A BT B B M 5

SN A 528 {75 o] & Y REP-PCR H]°F
HP B 5L N 70 B BA R4 1 A5 e P L 30 52 1k f R i
P R EWA K —Ff ) 2 0 28 HP 4 ik 2% [N
Fr B Chn 500 AR OC R B L TiE 25 4 56 B 1Y )4
%

2 # 3T Wk (References) :

[1] Logan R P H,Berg D E. Genetic diversity of Helicotacter py-
lori[]]. Lancet,1996,384:1462~1463.

[2] Taylor D E,Blaser M J. The epidemiology of Helicobacter py-
lori[]]. Infection Epidemiol Rev,1991,13:42~57.

(3] BPRAE . EZEE B J7 55, W IRAT TR 43 B 1% 3R HOR mY Bt
LT, B BE R R 22441 . 2001, 30,145 ~147.

[4] 2 N3R5, BB . 4y F AW 2 5 B 9256 05 vk O3 0
[M]. dbgt: AR B WA 1997,107.

[5] Stern M J, Ames G F L. Repetive extragenic palindomic se-
quence:;a major component of the bacterial genome[ ] ]. Cell,
1984,37:1015~1026.

[6] Versalovic J,Koeuth T, Lupski J R,et al. Distribution of repet-
itive DNA sequences in eubacteria and application to finger-
pringting of bacterial genomes[J]. Nucleic Acid Res,1991,19:
6823~6831.



