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Infection with H. pylori leads to digestive diseass including gastritis, peptic
ulcer, and gastric adenocarcinoma The virulence factors of H. pylori outer membrane
proteins or Hop (Helicobacte pylori outer membrane protein) as an auto transporter
and has widely adhesian properties, phase changes and recombination. H. pylori genome
is widely encodal HopQ (Helicobacte pylori outer membrane protein Q), which affect
the strains of H. pylori binding to human epithelial cells. The aim of this study determine
the prevalence of hopQ alleles and associatel Between cagA and vacA sl with hopQ |
gere in H. pylori strains isolated from patients with peptic ulcer referred to Towhid
Hospital in Sanandg (2014) Biopsy specimers from 100 patients with peptic ulcer H.
pylori positive were collected and separated different allele hopQ, vacA cagA by PCR
(Polymeras Chain reaction) was determined. The relationship between genes cagA and
vacAsl hopQ | with Chi-square test SPSS version 20 (version 19, SPSS Inc., Chicago, IL)
was used P value <0.06 was consideral as significant. The frequency of genes hopQ |,
hopQ II, cagA, vacAsl, vacAs2, respectivel, 54 (54%), 46 (46%), 51 (51%), 83 (83%), 17
(17 %) . Therelationship between hopQ | and cagA (P<0.01) hopQ | and vacAsl (P<0.026),
respectivel. I n this study, the presene of the CagA and hopQ I, HopQ | and VacA S1 gene
in patients with gastric ulcer statistically significant relationship was found.
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Helicobacter pylori are gramnegative
bactera that persistenty colonize the human
gastrc mucosaGastrt colonizatian by H. pylori
is arisk factorfor thedevelopmenbf pepticulcer
diseas and distd gastrc adenocarcinomaVhen
H. pylori isolates from unrelatel humars are
compared a high leve of genetc diversity is
consistenty detectel Genetc diversity amorg H.
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pylori strairs helps to accounfor varying clinical
outcomesamongpersongolonizedwith H. pylori
Candidaé markes for distinguishirg disease
associatd H. pylori strairs (i.e., those associated
with peptc ulceratio or gastrc adenocarcinoma)
from less virulent strairs include presene of the
cag pathogenicif islard and s1/mil polymorphisms
in vacA alleles High rates of Helicobacte pylori
infection in Iran and increa® the numbe of
gastrointestinacomplains led to study whether
the presene of the alleles can resut in disease
affects HopQ. The main objective of this study
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was to evaluae the associatio betwee the

presene of CagA ard VacA genes of H. pylori

hopQ two major alleles with clinical samples
isolated from patiens with peptic ulcer using the
PCR method.

METHO DANDMATERIALS

Horoscops hawe on patient over 18
yeassold with sadnesin the areaof the uppe Gl
endoscop Towhid Hospitd affiliated to Kurdistan
University of medicd sciene were presented.
Information on factors such asage sex and drugs
obtainel by questionnaie and were prepare for
all forms of morality with peptc ulcer patients.
Pathologichdiagnossor procedue was performed
by a specialist At leag two biopsies from each
patiert to tes RUT (Rapid ureates) ard another
sampe to study the molecula and pathological
study. Extractel DNA (Deoxyribonuclet acid) and
PCR (Polymeras Chain reaction) To investigate
the molecula sampé taken after the transitian to
1.5 microliter tubes containirg thioglycollate
mediumin microbiology researh lab datatransfer
Kurdistan University of Medicd Scienceard the
extraction time were stored in afreeze at -80 ° C.
To extrad DNA, biopsy sample on the slide was
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transferredn sterileconditionsandcarefullyslide
the othe was crushel sterile Then DNA extraction
kit to help QlAamp DNA Mini Kit (QIAGEN) was
performed Specificprimersfor genesHopQl /11,
VacAandCagAin Tablel. Thefinal volumeof 25
ml and all the PCR using Maste kit (Cinnagen,
Iran). Therma cycling for PCR amplification were
optimized asshownin Table 2. Green PCR products
by 2% agaros gd and stainal with Sybee green
(Cinnagenlran) and review by UV (Ultraviolet)
was observedTo seart for an allele | (Table 3)
CagA genegere and gere HopQ VacA sl in
patiens with peptic ulcer associaté ard whether
thisdifferencewasstatisticallysignificant?(Table
4), the chi-squae teg software SPSS20 (version
20,SPS3nc., Chicago/JL) wasused0.05p<was
considerd as significant.

RESULTS

The study of 100 sample from patients
with uppe gastrointestinadisordesarnd in patients
with H. pylori-positive peptc ulcer diseag 94-93
yeaswere collected The frequeng of genes HopQ
I, HopQ I, CagA VacA S1, VacA S2, respectivey,
54 (54%), 46 (46%), 51 (51%), 83 (83%), 17 (17
percent) A significart correlation betwee the

Table 1. Prime Designer

Gereor Primer Primg 5 3 Amplimer referene
locus designation size(bp)
HP1177 hopQ I F ACGAACGCGCAAAAACTTTA 187 [1]
R TTGCCATTCTCATCGGTGTA
HP1177 hopQIl F ACAGCCACTCCAATCCAGAA 160 [1]
R AACCCCACCGTGGATTTTAG
cagA cagAF TTGACCAACAACCACAAACCGAAG 183 [1]
R CTTCCCTTAATTGCGAGATTCC
vacA VALlF ATGGAAATACAACAAACACAC 136 [1]
V136R CAACAATGGCTGGAATGAT

Table 2. Progran thermocycle instruments

Steps of PCR technique Temperatue ard time

35 cyclesof:

First denaturatia 95° (15 min)
Denaturatio 95° (1 min)
Annealirg 56° (1 min)
Extention 72° (65 sec)
Finalextention 72°(5min)

presene of thegere HopQ | CagA (0.01P <) and
gere hopQ | VacA S1 (0.026° <) and VacA S2 i
HopQ with CagA-negative and statisticaly shown.

DISCUSSION
Progres by the interaction of several

factors in the pathogenesiof H. pylori infection
aswell asinfection by Helicobacte pylori hog of
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Table 3. Frequenyg of hopQ vacA and cagA Genotypsin Peptt ulcer patient

Genotypes
Allele hopQ | hopQ 11 vacA sl vacA s2 cagA
Positive n'=54 (54%) N=46(46) n=83(83%) n=17(17%) n=51(51%)
Negative N=46(46%) n=54(54%) n=17(17%) n=83(83%) n=49(49%)
*(n=100)
Table 4. Relationshp betwea hopQ Alleles and cagA and vacA
GeneorAllele hopQ Two-sided P* value
hopQ | hopQ 11 PearsorChi-Square
cagA Positive 34(66.7%, 17(33.3%) <0.010
Negative  20(40.8%; 29(59.2%)
vacA sl 49(59.0%; 34(41.0%) <0.026
s2 5(29.4%) 12(70.6%)

*p value of <0.05 was considerd as statisticaly significant

superficid inflammation of the stomad and
inevitabkeroleinthe etiology of peptc ulcer disease
shaw? 3. Access to the successfucolonizatian of
the biologicd conceps and long for a bacterial
adhesio mechanis is complex The bacterial
producel the larges shae amorg all products
should be made to accoun for bacterial
colonizatin*. HopQ gere in the bacterium
Helicobacter pylori isamajor protein of the outer
membrae of H. pylori DNA isthelarges family of
proteins To determire the relationshp between
HopQandgastrointestinadliseasesnaybeapoint
to answe questiors abou the adhesion of the
bacteriao thestomaclcellsto provide.Thestudy
to determire the frequeny of genotypes
associaté HopQ ard HopQ | CagA gereard hopQ
| VacA Sl gereisolatal from biopsy sampleswas
designedltisbelieved tha the analyss basel on
the genotypirg of Helicobacte pylori isolated from
clinical specimes can be usefd in disorders
infection®. According to the resuls of recent
studiesHopQ| allelecorrelatedsignificantlywith
anincreasd risk of developirg ulcers stomad in
Westen countries is also HopQ Il alleles in this
population are checkel frequent®. Sicinsch et
al.,* on 86 children Colombian asymptomatic
patiens with H. pylori by ureabreah teg labeled
PCRandexaminedthefrequencyof alleleHopQ,
VacA and CaA in samplsallelesHopQ and VacA
detectel was 91.®6 VacA sl ard 73.%26 HopQ

showael type 1. HopQ type 1 allele ard genotype
sample with positive CagA and VacA sl (P

<0.0001) respectivey. Belogolowa et al.,’,

presentd a study on protein secretim system
HopQ as a virulence factor associaté with the

type4 strain P12 protein HopQ outer membrase of

H. pylori cagA and answes related to

displacement including hog cell cagA
determinatiom of cell morphology and cell

dispersim was essentialAccording to the results,
the researcherHopQ as a cofacta Code Type 4

playsanimportar rolein the secretoy systemin

our study of 100 gastrc ulcers betwea the

presene of the gere HopQ CadA (0.01p <) and
alsothepreseneof VacA s1 Gerel HopQ (0.026p

<) was astatisticaly significart relationshiplt can
be HopQ impad on virulence genesand CagA and
VacA relationshp betwea gere is developirg a

stomad ulcer argue Furthe studies in this

direction would be to identify strategies for

physiciars and the anti-peptic ulcer disease,
gastrits ard gastrc cance to improve.
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