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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’

Vo Phuoc Tuan1,2,†, Koji Yahara3,*,†, Ho Dang Quy Dung1, Tran Thanh Binh1, Pham Huu Tung1, Tran Dinh Tri1, Ngo 

Phuong Minh Thuan1, Vu Van Khien4, Tran Thi Huyen Trang5, Bui Hoang Phuc2,6, Evariste Tshibangu-Kabamba2, 

Takashi Matsumoto2, Junko Akada2, Rumiko Suzuki2, Tadayoshi Okimoto7, Masaaki Kodama7, Kazunari Murakami7, 

Hirokazu Yano8,9,10, Masaki Fukuyo8,9,11, Noriko Takahashi8,9,12, Mototsugu Kato13,14, Shin Nishiumi15,16, Takashi Azuma15, 

Yoshitoshi Ogura17,18, Tetsuya Hayashi17, Atsushi Toyoda19, Ichizo Kobayashi8,9,12,20,* and Yoshio Yamaoka2,21,*
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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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