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regulate blood gene expression. Nature Genetics, 2021, 53, 1300-1310. 214 590
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Genomics of 1 million parent lifespans implicates novel pathways and common diseases and
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Integration of multi-omics data and deep phenotyping enables prediction of cytoRine responses. Nature
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Individual variations in cardiovascular-disease-related protein levels are driven by genetics and gut
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Methylation Markers of Early-Stage Non-Small Cell Lung Cancer. PLoS ONE, 2012, 7, e39813. 2.5 62
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Comprehensive Meta-analysis of MicroRNA Expression Using a Robust Rank Aggregation Approach.
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