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Intestinal microbiota metabolism of |-carnitine, a nutrient in red meat, promotes atherosclerosis.
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Sex differences and hormonal effects on gut microbiota composition in mice. Gut Microbes, 2016, 7,
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Genetic and environmental control of host-gut microbiota interactions. Genome Research, 2015, 25,
1558-1569. 5.5 288



20

22

24

26

28

30

32

34

36

ARTICLE IF CITATIONS

Relationshiﬁs between gut microbiota, plasma metabolites, and metabolic syndrome traits in the
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Association of genetic variation with systolic and diastolic blood pressure among African Americans:
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