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The research for the susceptibility genes of multifactorial genetic disease applied
bottom-up proteomics
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We have collected the seventy-eight samples with essential hypertension, cerebral
infarction, myocardial infarction, diabetes. After getting a written consent, we extracted genomic DNA
from white blood cells. We inspected participants whether they have family history of the disorders by
hearing exact information about family careers. The clinical data such as sex, age, family history,
height, weight, body mass index, total cholesterol, triglyceride, HDL cholesterol, uric acid, blood
sugar, urine acids, electrocardiogram, a smoking history, drinking career. The DNA samples were stocked
&RLg?egogrﬁgzers until analysis, and the isolated plasma were analyzed for proteomics analysis by the
A next-generation sequencer was used for the genomics analysis especially for exome analysis. In
addition, Sanger method was applied for the individual genetic analysis. SNPAlyze software was used for

haplotype-based case-control study.
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