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Genetic analysis of familial pulmonary hypertension with the next generation DNA
sequencer

Kubota, Kayoko
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Proband and families were identified in kagoshima university hospital.we
have used whole exome sequencing to document known and/or novel mutations in genes that could

explain the underlying phenotype.
BMPR2 mutations were detected in 6 out of 1lincluding proband.However, BMR2 mutations alone could

not explain the inheritance of these patients. i
Therefore, we are investigating the association of other gene mutations.
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