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Genome wide association analysis of lifestyle and dining habit
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This research aimed to discover the verification of the hypothesis and the
caused gene that was not able to be clarified up to now by combining the genome information with
Cohort information as part of the Genomucohort research. We applied the genome wide association
analysis that investigated whether to relate between the diversitys of investigation vote
information and the genome that related to the salinity preference.

As a result, we succeeded in the discovery of the candidate of the gene cluster thought that were
related to the salinity preference. Moreover, we tried the explanation of details about those gene
groups to which the relation was derived, using existing public information. In addition, we
confirmed that there was no causal relation between the presumption salinity intakes calculated from
the salinity preference and specimen material information by authorization that used the genome
information.
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