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34 Complement genes contribute sex-biased vulnerability in diverse disorders. Nature, 2020, 582, 577-581. 13.7 158

35 Association Analysis and Meta-Analysis of Multi-Allelic Variants for Large-Scale Sequence Data. Genes,
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Significant Loci for Blood Pressure. American Journal of Human Genetics, 2018, 102, 375-400. 2.6 123
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