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We developed a method to sequence a whole genome sequence of Helicobacter pylori i
n high fidelity and high speed manner by utilizing next generation sequencing technology. We adopted this
method to 30 strains of East Asian H. pylori strains and confirmed the following East Asian specific chara
cters: (i) duplication of outer membrane protein coding gene oipA, (ii) inactivation of molybdenum related
protein coding genes, (iii) 6 positions for genome inversion.

de novo assembly Mate-pair



(Suerbaum & Michetti, N Engl J Med,
2002)

acetyl-CoA
(Kawai
et al, BMC Microbiology, 2011)

(Furuta, Kawai et al, PNAS, 2011)
DNA
(Furuta et al, PLoS ONE, 2011)

20

10-20

100bp
1
1
@
Paired end
Mate pair
1
(Scaffold)
@
@
28
@
Paired End



I1lumina

300 bp
Paired end 5kb
Mate pair
IHlumina
Mate pair
F30
Paired
end 60
(contig)
Mate Pair
1
F30
28 2
1
rRNA
Mate pair
rRNA
rRNA PCR
1
1
1
PCR
1
@ 28

acetyl-CoA
28

28

1
Koji  Yahara, Yoshikazu Furuta,
Kenshiro Oshima, Masaru Yoshida,
Takeshi Azuma, Masahira Hattori, Ikuo
Uchiyama, Ichizo Kobayashi .
Chromosome painting in silico in a
bacterial species reveals fine
population structure. Mol. Biol. Evol.,
30(6): 1454-1464 (2013),
DOI: 10.1093/molbev/mst055

4
Koji Yahara, Yoshikazu Furuta,
Masahira Hattori, lchizo Kobayashi
Chromosome painting in silico in a
bacterial  species reveals fine
population structure 87
2014 3 26




Koji Yahara, Yoshikazu Furuta,
Kenshiro Oshima, Masaru Yoshida,
Takeshi Azuma, Masahira Hattori, lkuo
Uchiyama, Ichizo Kobayashi Chromosome
painting in silico in a bacterial
species reveals fine population
structure 8

2014 3 7
85
2013 9 21
15
2013 8 29

o

FURUTA Yoshikazu

40613667

&)

®

KOBAYASHI Ichizo

30126057



