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WFFER R OME (Fi30) : HEBIEICB VTV HERIEETH D, SEOMZETIER b
FTATERIRLIZE R VEND W O0OJRER 72T+ 2 2 L2 & Lz, 103 floH 7
VAR L, CagA. VacA DO Efs M Z T L7z, CagA ¥ » /X7 H X C KM
Glu-Pro-lle-Tyr-Ala(EPIYA) ORI D 0 I L 5 72 5 R 72 i85 24 L Tk 0 EPIYA Fd 5
FRORRK NS =25 300X A THRHDZ A LT, cagA BB L Tld, X
IHRD TT%IZFB VT, EPIYA R A A > D#) 300bp _Lifi(pre-EPIYA)IZ 35T 18bp D KK AMFLAET
HZEEHE LI, £72 vacA BIEFIZONWTHHT VT IZEWEER (mL ) & FERERIZ 2 WiE R
Bm2 BRI D Z ERMOLIN T DA, ml BN EEIBIERDOZ N A HAEERS R L) T
LN ERbhotz,

WFZER S OMEBE (J230) @ Helicobacter pylori is recognized to play a causative role in

the pathogenesis of gastric cancer. The aim of this study was to investigate several genetic
factors regarded as virulence or molecular epidemiologic markers in A pylori isolates
from Vietnamese subjects. The cagd, vacA and cag right—end junction genotypes of 103 A
pylori strains from Vietnam were determined by PCR and sequencing. Three types of deletion
in the region located upstream of the cagd Glu-Pro—Ile-Tyr—Ala (EPIYA) repeat region were
identified: the 39-bp deletion type, the 18-bp deletion type, and the no—deletion type

The majority of strains studied (77%; 80/103) had the 18-bp deletion. The vacA ml genotype
was significantly more common in strains isolated in Hanoi, where the incidence of gastric

cancer is higher, than in strains from Ho Chi Minh.
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1. WFEBRLE S M) DT5 5t

BRBIEICB T U ERY T EE 2L
o b CEY . Er Y EORER O
TY Cagh ¥ 2 NJHIL, mEERkO L EE
RINF+THD, Cagh ¥ /37'E 1T C KANZ
Glu-Pro—Ile-Tyr—Ala (EPIYA) @ 8 % [a] O #:
DIELNG25 EPIYAESIZ#H LY, &
DOHEER 72RO B, fEE | P ECHE
AL ENDAIHT T Cagh &, RCK#E
E TR S BBCKT Cagh &2 K& <433
N5, MHETEENICE2 > TWD ORI
5IHERERIC /e > TRV, T VT A Cagh
IIRCKAY Cagh L EBR L CH ERRMIRIZL D
A A A=V 5225 Z L8 in vivo, in
vitro DTGB N> TnND, TV
TIEHEBEREOHENRm N2 EAMLNT
WD, LD AAR, PE, BEEORT
T CIXEERERERNEL, HE T YT Tl
BRIE RN, BRENZ LT, Bk
JEAE OB WETIEIRT V78 Cagh ZHT
LZEnVENEHEEICHRE SN TEY, 17
U7 Cagh & HIEERIEITES BB LTV D
LEZLENTWS, LOLARL, AUERT
DT Cagh ZEFOVR VEMNEIME L TWD
HAREAN RN F AT, BEBIERICRE 22
NHY, WT TR Cagh OIPEIEIT—HET
TRVNATREMEDSRIB XD, cagh B FIZBA L
TU, ABEAS R T A A S K
(94/98 strains) W7 TR THH L
DEHELMZ LT, EHI1T, X MFAKD 7%
WZBWTRICKH! & thife LT, EPIVA RA A
D#J 300bp _F 3 (pre—EPIYA) {23 NT 18bp ™
REPAFIET HZ L 2O THL LI, &5
\ZFAIX. GenBank (5 —#-N—2R) ZFEEMIC
T LT, XN F AL ORT 7 REE (B
AL HE, E) HLEREINEe VET
I%. pre-EPIYA fEIRIZ 35U T 39 bp DRIM
FETDHZ EBRALE,

cagh BIn 1. vacA (=¥, DNA AT

2. WROBEH
INHoRKIITITOr R Y BHICERY
REDTHY, Bk TRIENTZER Y ET
XD LI BRRRIFTALNIZNZ Enb,
pre—EPIYA SEIKDOEIEDE VT LD X hF A
BRT TR 72 B ONTECKRLD 3 DIy
HTEXDZEMNHMALE, 26 0@ s+
134T read-through ENHZ &, a—
RSNHZEAEOHEEDOENEH D Z L0
HERI SN D, R0 B ISIEME & OFW
LA —R=F T LTEY, REDEN
IZ &% Cagh BHAEOKEREDET B FIREIE
ERE L CWAABEMER S D LB 2 72,

F 72 [FAIERIZ vacA BIZ FIZOWTHHRT VT
22 WA (ml ) & PERRIC S\ i sl (m2
BNNEIpAZ b TWA, L, Z
NODOBEERITHEVICHBE L TEBY ., Lavb
HUs R 2 e 2 7o 12id, HAERE A2 S
e REE, AFEMOER EDOMBERONTEN
KEL, FEBHO EB L0 FHIE L B4
DNEEFIINCEA T2 L IXRETH -
Too NN NI AR IT IR ZENR D7 <IUZ
FHETHY  EFREEEZGLUEIICS
Mk ZEN DI NETH D, — T, X E T4
O H P A I s 2= S WL S AR R
FFATITEBEBAR, HECELBITHELS,
A R AT, L ->T, XM
LN EFHAEL, B r ) HOBEMARE
W AEHT L CHU RT3 1) 5 & & Lok
FFAUR, & OFERK 7 ORI & OB
EREFINCRHGETCE 5 LB 2T,

3. WD L

(DX M F2robvr )V EHEBETFOZAE LT
O volEokEE L DNA #if

RN F LD AT, EEHX LD
R—F I b 103 ko n U E
Z MR FE KBS M % O CTHE#E L, CTAB HEIC &
D DNA 245,
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(a) cagd pre—EPIYA region D@L+ X A BV
7
cagh Bz ¥ EPIYA fEHkE . £ DH 300bp
EFEic® D pre-EPIYA fEIKZ & €049 1100bp
DB bW A 2 FJE O primer
(2059f (forward), 3156r (reverse)) Z HW
T PR ICEKVHIMESED, ZD%. ABI
Prism310 Genetic Analyzer IZX Vv —7
VA ZFTUN, 18bp deletion, 39bp deletion,
no—deletion @ 3 fi¥E D &5 FEH & IR E T
Do
(b) vacABIE 2 AT
vacd E 15 F 1L signal region & middle
region OFEEDFET s1/s2, ml/m2 2458
XN B, vacdsl type IX. 2 FEHEH OO
primer (VA1-F (forward), VA1-R (reverese))
Z B . vacd-s2 type X. 2 FEIEH D
primer (SS2-F (forward), VA1-R (reverese))
ZHWTPCR 1T 9, vacAm type I%., 2 f
¥ @ primer (VAG-F (forward), VAG-R
(reverese)) # HUVC PCR #1479, &£~ D
PCR W) % BERIKENZ DT, FFEX A 7 % 1k
ET D,

Q) FKEIn XM AENICRIT D FA
JE R D M & D b

NN A OB A TN S,
AR N F AICLET DN A TIEEERAE
FOHCEE BITELS, EEA M AICAIET
HR—F I TIHEV, cagd pre—EPIYA region
(18bp deltion, 39bp deletion,
no—deletion), wvacd region(sl/s2, ml/m2)
DENENUIZONT NS A A—=FID
2 WO AME R L, BIE & OREMEIZON
TR %,

Q)T LTIzl 4 A B 7 &SR
RAfEHT

103 BBl OFIREES 1 7 BT, KE 2 7 BT b
DEBRIRD T NZIUTHON T, ARERFRIIC
Af P ERIRE U ERIRE . FoME . I R,
Y Y ORIZONT 0~3 @O 4 BT
Updated Sydney system (ZE: W TR 21T
I, ErVEOKHERFERE . MRTH
72 & O OFABIBASR & The Mann—Whi tney

Rank Sum test & fH\\NTHENTT 5.
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(1) cagd pre-EPIYA region DB+ H A B
7

103 BAD 5 B cagh [ Td o 7= 98 ik
\ZDOWT, cagh Bfn{® EPIVA fEHlk &, %
DI 300bp EiEIZdH D pre-EPIYA fEIED
—J U AEIToT, XM FLAKED O B
18bp DRIKEFFOL DI TT%% HD, N/
A T (76%) & AR —F 2 2 (80%) & D Milsh 7=
WX hoiz, —H T, 39bp ODREEZEDOY
DITHF 13%Th o712, SEIOWFIET,
18bp KA 2~ f L7 39bp D R IH %
W7 OTRE D,

(2) vacA BB 2 AT

2 TON M F AL, vacA sl BETFRTH
ST Fm. —RBIKO I vacA sl & s2 DOffi
FOBBETHEALTEY, 2 KROREE Y
BEEDITZ, vacA ml BETHIE. N/ AT
(54%) & R —F X i (31%) THulk A= %2 38 D
72 (p<0.05) , EEARERIFHNC A5 & vacA ml
BRI, THAEPEIRS ORIA Tl 60%, 12
PEH RO TIX 319 TRO O, AEAER
HBD7T- (F v X 2,59, p<0.05), m FEIEKDIE
{57 L pre-EPIYA fEIEE & o BEMEIXER 8 72
Mmooz,

@) FBE T X DT AENICKIT D B
JiE 58 D iU & D PR

LBlDOX M A NEXGE LT TR,
% pre-EPIYA fEIK D ¥ A 7 L [ K #RIFH 2 BY
HMEIIRR D e o T2y, BREBIERNE N
N A TIEFA—F I i & B L vacAml
BETRENEEEE2 Lo TELIRBORE L
X0 vacA ml BG AT H 8O RBIERFIC
BH- LTV D AREMED RIZ S U7,

(D RN LT BB T2 A B 7 L MR
B AT

BHESICB W T, HERORE A 27 23,
pre-EPIYA FHIK DX b 28 W7 o7 RITC
FEFITE L, BB L Ll LA B ZE 2RO,
[RIBAL D G R ERIZIE A =277 Tk, BB cHp




HEORME LR, W7 OTRIE gL
BEEZROT-, vacA m fElkOBEE 8 &
AR a7 OBEMEIIRD 2o T2, 2,
cagh Bin 1 & RSO ZkE oM L bk o
FREIZ S BEM TR O 2o T2,
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