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NeuroX, a fast and efficient genotyping platform for investigation of neurodegenerative diseases.
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Genome-wide association analysis identifies 11 risk variants associated with the asthma with hay fever
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Large-scale meta-analysis of genome-wide association data identifies six new risk loci for Parkinson's
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Genome-Wide Analysis Points to Roles for Extracellular Matrix Remodeling, the Visual Cycle, and

Neuronal Development in Myopia. PLoS Genetics, 2013, 9, e1003299. 3.5 263
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