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Nonalcoholic Fatty Liver Disease. Diabetes, 2019, 68, 1073-1083. 0.6 41
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Association of Body Mass Index with DNA Methylation and Gene Expression in Blood Cells and
Relations to Cardiometabolic Disease: A Mendelian Randomization Approach. PLoS Medicine, 2017, 14,
el1002215.

Genetically defined elevated homocysteine levels do not result in widespread changes of DNA 05 10
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DNA methylation signatures of chronic low-grade inflammation are associated with complex diseases.

Genome Biology, 2016, 17, 255. 8.8 251



38

40

42

44

46

RoBY JOEHANES

ARTICLE IF CITATIONS
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