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Elucidation of the pathophysiology of the direct association between the
hypertension susceptibility gene ATP2B1 and atherosclerosis, and development of
therapeutic strategies

KOBAYASHI, Yusuke

3,300,000

1124 DNA
ATP2B1 SNP rs11105378 12 SNPs

ATP2B1

ATP2B1

Using DNA extracted from oral mucosal cells in 1124 patients undergoing
treatment for lifestyle-related diseases, we typed 12 SNPs, including rs11105378, among SNPs in the
ATP2B1 gene, and found that the ATP2B1 gene is associated with treatment-resistant hypertension in
Japanese lifestyle-related disease patients This is the first demonstration that the ATP2B1 gene is
associated with treatment-resistant hypertension in Japanese patients with lifestyle-related
diseases.In order to implement the results of this study into clinical practice as a method of
tailor-made medicine for the prevention of atherosclerosis, we are analyzing the huge amount of data

obtained through this study using evolutionary machine learning. In addition, by establishing a
system of collaboration with research support organizations, we were able to build a system that
enables us to consider exit strategies for social implementation of the results of this research as
a predictive model for arteriosclerosis.
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