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Measurement reproductibility of urine metabolomics by CE/MS was high enough.

Although genome-metabolome association analysis did not show statistical significant results due
to sample size reason, some key metabolites were found to be highly correlated with certain types
of SNPs. Similar results were observed for GWAS analysis of kidney function. These results
implies that increase in sample size, which is on-going up to 10000 samples, could lead to
scientifically significant results with multi-omics approach of prevention of chronic kidney results.
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Measurement reproductibility of urine metabolomics by CE/MS was high enough.
Although genome-metabolome association analysis did not show statistical significant results due to
sample size reason, some key metabolites were found to be highly correlated with certain types of
SNPs. Similar results were observed for GWAS analysis of kidney function. These results implies that
increase in sample size, which is on-going up to 10000 samples, could lead to scientifically
significant results with multi-omics approach of prevention of chronic kidney results.
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