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Infant airway microbiota and topical immune perturbations in the origins of childhood asthma.
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Genetic, Clinical, and Environmental Factors Associated With Persistent Atopic Dermatitis in
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Consortium-based genome-wide meta-analysis for childhood dental caries traits. Human Molecular 9.9 39
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A rare IL33 loss-of-function mutation reduces blood eosinophil counts and protects from asthma.
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Prenatal vitamin D supplementation reduces risk of asthma/recurrent wheeze in early childhood: A
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Large-scale benchmarking reveals false discoveries and count transformation sensitivity in 16S rRNA
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The developing hypopharyngeal microbiota in early life. Microbiome, 2016, 4, 70. 111 46

Genome-wide association study identifies 74 loci associated with educational attainment. Nature, 2016,
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A genome-wide association meta-analysis of diarrhoeal disease in young children
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