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Abstract Objective To evaluate the genetic diversity of 30 Helicobacter pylori isolates from the patients
in four cities of China Beijing Shanghai Guangzhou Chongqing by the multilocus sequence typing
MLST  and to find the link between the vacA genotype and sequence type ST . Methods Isolates were
randomly recruited from consecutive endoscopy clinics in four cities. An average of 5 — 6 strains per patient were
isolated and eight loci selected for the MLST scheme were amplified and sequenced with primers. The vacA
genotype was analyzed by PCR and 3% agarose electrophoresis. Results There were totally 28 ST genotypes
most of which are new ST genotypes that have never been found among the database. The most prevalent vacA
genotype was sla/m2  83. 3% followed by slb/m2 13.0% . In contrast the sla/ml genotype was
scarcely present 0% . Conclusion The vacA genotype varied for each ST. Our results showed no obvious
link between STs and vacA genotypes. As there are little data on human isolates due to the absence of systemat-
ic epidemiological investigations of H. pylori in medical laboratories our research will provide useful informa-
tion in understanding the epidemiology of H. pylori in China.
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1050 30
1 PCR
bp
urel 585 F/AGGTTATTCGTAAGGTGCG F/AGGTTATTCGTAAGGTGCG
R/GTTTAAATCCCTTAGATTGCC R/GTTTAAATCCCTTAGATTGCC
mutY 420 F/TGGTTGTAGYTGGAAACTTTACAC F/TGGTTGTAGYTGGAAACTTTACAC
R/TTAAGCGTGTGTYTTTCTAGG R/TTAAGCGTGTGTYTTTCTAGG
efp 410 F/CAATTTGGATGAGCGAGCTC F/CAATTTGGATGAGCGAGCTC
R/TTCACCTTTTCAAGATACTC R/TTCACCTTTTCAAGATACTC
ppa 398 F/GGAGATTGCAATGAATTTAGA F/GGAGATTGCAATGAATTTAGA
R/GTGGGGTTAARATCGTTAAATTG R/GTGGGGTTAARATCGTTAAATTG
yphC 510 GTPase F/CACGCCTATTTTTTTGACTAAAAAC F/CACGCCTATT TGACTAAAAAC
R/CATTYACCCTCCCAATGATGC R/CATTYACCCTCCCAATGATGC
vacA 444 F/ACAACCGTGATCATTCCAGC F/ACAACCGTGATCATTCCAGC
R/ATACGCTCCCACGTATTGC R/ATACGCTCCCACGTATTGC
atpA 627 ATP F/GACTAGCGTTAAACGCACG F/GACTAGCGTTAAACGCACG
R/TTGAAACCGACAAGCCCAC R/TTGAAACCGACAAGCCCAC
trpC 456 F/TAGAATGCAAAAAAGCATCGCCCTC F/TAGAATGCAAAAAAGCATCGCCCTC
R/TAAGCCCGCACACTTTATTTTCGCC R/TAAGCCCGCACACTTTATTTTCGCC
2 vacA
1
bp
1.1 vacAsla F/5'-GTCAGCATCACACCGCAAC-3' 190
4 R/5’-CTGCTTGAATGCGCCAAAC-3'
vacAslb F/5'-AGCGCCATACCGCAAGAG-3’ 187
20 ~85 50% R/5’-CTGCTTGAATGCGCCAAAC-3’
19 11 9 5% vacAs2 F/5"-GCTAACACGCCAAATGATCC-3" 199
R/5’-CTGCTTGAATGCGCCAAAC-3’
37 C 3 ~44d
vacAml ¥/5'-GGTCAAAATGCGGTCATGG-3’ 299
NCTC11637 R/5’-CCATTGGTACCTGTAGAAAC-3’
1.2 MILST vacAm2 F/5'-GGAGCCCCAGGAAACATTG-3’ 352
1.2.1 DNA R/5"-CATAACTAGCGCCTTGCAC-3
DNA 1 23 4 5 6 7 8 M
1.2.2 PCR 8 atpA
" <700 bp
efp mutY ppa trpC urel vacA yphC 8 1 <500 bp
DNA DNA 1 ~8 atpA efp mutY ppa trpC urel vacA yphC
M
1.2.3 8 1 NCTC11637
http //www. mlst. net/
28  STs MLST data-
MLST ST b Sinel
ase ingleton
eBURST STs clonal &
. UPGMA
complex
2A ST428  ST413 ST413 ST415
1.3 vacA
: ST30 ST30  ST415
vacA
vacAsla vacAslb vacAs2 vacAml vacAm2
eBURST ST30  ST415
2 94 C 45 s 55 C30s 72 C
ST406
45 s 35 72 C 7 min 10 pl PCR
b ST416 ST423 2B
3%
2.2 wacA
2 vacAsla 25 83.3% vacAslb
5 16. 7% s2 vacAm?2 30
2.1 MLST 100% vacAml 0 vacAsla/m2
8 PCR 14 vacAs1b/m2 5 vacAsla/m2 7
I8 atpA 1.8 % 4 vacAsla/m2 NCTC11637  vacAsla/
mutY 3.9 % ml
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