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population cohort. Nature Genetics, 2022, 54, 134-142.
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PLoS Computational Biology, 2021, 17, e1009056. )

Compositional and genetic alterations in Gravesd€™ disease gut microbiome reveal specific diagnostic

biomarkers. ISME Journal, 2021, 15, 3399-3411.
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Microbes, 2021, 13, 1-22. 4.3 41
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Multi-omics of the gut microbial ecosystem in inflammatory bowel diseases. Nature, 2019, 569, 655-662.

Evaluating Metagenomic Prediction of the Metaproteome in a 4.5-Year Study of a Patient with Crohn's 17 40
Disease. MSystems, 2019, 4, . :

Microbiome 101: Studying, Analyzing, and Interpreting Gut Microbiome Data for Clinicians. Clinical
Gastroenterology and Hepatology, 2019, 17, 218-230.

Creating a 3D microbial and chemical snapshot of a human habitat. Scientific Reports, 2018, 8, 3669. 1.6 34

Guiding longitudinal sampling in IBD cohorts. Gut, 2018, 67, 1743-1745.

Impacts of the Human Gut Microbiome on Therapeutics. Annual Review of Pharmacology and

Toxicology, 2018, 58, 253-270. 4.2 ™



38

40

42

44

46

48

50

52

54

YosHIkI VAizQUEZ-BAEZA

ARTICLE IF CITATIONS
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