(®)
2012 2015

Exploring rare variants associated with pediatric asthma for personalized medicine
by exome analysis
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The aim of this study is to investigate rare variants associated with asthma by
exome analysis using next generation sequencer. We performed exome analyses on 67 patients who were
diagnosed with asthma. Control genotype/allele frequencies were obtained from Human Genetic Variation
Database. In the genomic regions which were identified to be associated with asthma by genome-wide
association studies, we found two missense variants (one in IL1RL1 and the other in GSDMB) to be possibly
associated with asthma (P < 0.05). We also found several candidate rare variants to be associated with
asthma.
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