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We established a comprehensive genetic analysis panel comprising 21 genes associated with
genetic dyslipidemias. We performed genetic analysis for the patients with significantly elevated
LDL cholesterol level (500 cases), and identified FH-mutation in 248 (50%) cases. LDL
cholesterol level of the patients with FH-mutation was significantly higher than that of the
patients without FH-mutation. Compared with the patients without FH-mutation nor clinical
signs of FH, those with FH-mutation and clinical signs of FH had significantly elevated odds for
coronary artery disease (24.3, 95%CI 9.3-70.5) .
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