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Corrigendum: ‘Genome- wide association study of gastric 
cancer- and duodenal ulcer- derived Helicobacter pylori 
strains reveals discriminatory genetic variations and novel 
oncoprotein candidates’
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Hirokazu Yano8,9,10, Masaki Fukuyo8,9,11, Noriko Takahashi8,9,12, Mototsugu Kato13,14, Shin Nishiumi15,16, Takashi Azuma15, 
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In the published version of this article, two errors of locus tags in Table 2 have been corrected as follows: HP0915 has been changed 
to HP0776, and HP_0915 has been changed to HP0915.

The authors apologise for any inconvenience caused.
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