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Research Interests
My research revolves around the identifyication of genes underlying inherited disorders of brain and heart. The discovery of disease genes, rare or common, adds significantly to our understanding of biology/pathology. With an inbred population to study, we are also looking into the genetics of cardiac disorders in families wherein common gene variants tend to cluster. Together with my reserach group, I aim to accelerate gene discovery and expedite diagnosis, while training exceptional students in genetics and genomics.
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