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Genomic and phenotypic insights from an atlas of genetic effects on DNA methylation. Nature 6
559 Genetics, 2021, 53, 1311-1321 363 27

Prevalence of and risk factors for extended-spectrum beta-lactamase genes carriership in a
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population: A prospective cohort study. Alzheimers and Dementia, 2020, 16, e043005
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