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and Loci Identified through Large-Scale Exome Chip Analysis Regulate Kidney Development and

Function. Journal of the American Society of Nephrology: JASN, 2017, 28, 981-994

236  Factors Influencing the Phenotypic Characterization of the Oral Marker, PROP. Nutrients, 2017, 9, 67 42

Novel Blood Pressure Locus and Gene Discovery Using Genome-Wide Association Study and
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68, 1435-1448 17
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Analysis of functional variants reveals new candidate genes associated with alexithymia. Psychiatry
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