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The variable regions of 16S rRNA genes were determined by next generation
sequencing from the formalin-fixed paraffin-embedded gastric tissues from the reindeer and other animals.
These sequences were highly identity with H. pylori and H. acinonychis. Also we determined the whole
genome sequences of Alaskan H. pylori strains. Moreover, the genome structure comparison analysis
indicated that its structure was partially shared with that of H. acinonychis. Phylogenetic analysis
based on these 724 homologues genes shown that Alaskan strains clustered within own lineage
independentI%. Our results suggested that the possibility to find an origin of H. pylori infection to
human from the herbivorous animals. Further genetic analysis of H. acinonychis will be successful to
verify our hypothesis.
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Strain name Country Genome size (nt) %GC
AL02  Alaska, US.A 1575789 39.11
AL03  Alaska, U.S.A 1652551 38.71
ALO4  Alaska, U.S.A 1639336 38.75
AL05  Alaska, US.A 1621023 38.94
ALO7  Alaska, U.S.A 1563352 39.09
AL09  Alaska, U.S.A 1521116 39.17
AL10  Alaska, U.S.A 1548736 39.19
AL1l  Alaska, U.S.A 1574336 38.99
AL15  Alaska, US.A 1591029 39
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