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Increased burden of rare variants in genes of the endosomal Toll-like receptor pathway in patients
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Visual Opsin Diversity in Sharks and Rays. Molecular Biology and Evolution, 2020, 37, 811-827. 8.9 20

Recurrent miscalling of missense variation from short-read genome sequence data. BMC Genomics,
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Functional rare and low frequency variants in BLK and BANK1 contribute to human lupus. Nature 12.8 73
Communications, 2019, 10, 2201. :
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