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Genome-wide analysis provides genetic evidence that ACE2 influences COVID-19 risk and yields risk
scores associated with severe disease. Nature Genetics, 2022, 54, 382-392.

Morphogenesis is transcriptionally coupled to neurogenesis during peripheral olfactory organ

development. Development (Cambridge), 2020, 147, . 2:5 6

AMELIE speeds Mendelian diagnosis by matching patient phenotype and genotype to primary literature.
Science Translational Medicine, 2020, 12, .

Phrank measures phenotype sets similarity to greatly improve Mendelian diagnostic disease
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Biallelic lossa€efa€function <i>WNT5A</[i> mutations in an infant with severe and atypical manifestations
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Independent erosion of conserved transcription factor binding sites points to shared hindlimb, vision
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An MTF1 binding site disrupted by a homozygous variant in the promoter of ATP7B likely causes Wilson
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Systematic reanalysis of clinical exome data yields additional diagnoses: implications for providers.
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Microbiota modulate transcription in the intestinal epithelium without remodeling the accessible
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Computational methods to detect conserved non-genic elements in phylogenetically isolated
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System identification of hunchback protein patterning in early drosophila embryogenesis. , 2009, , . 2



