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The Human Gut Microbiota in all its States: From Disturbance to Resilience. , 2022, , 161-178.

A posteriori dietary patterns better explain variations of the gut microbiome than individual markers

in the American Gut Project. American Journal of Clinical Nutrition, 2022, 115, 432-443. 2.2 28

Yoghurt consumption is associated with changes in the composition of the human gut microbiome
and metabolome. BMC Microbiology, 2022, 22, 39.

Insights into endogenous Bifidobacterium species in the human gut microbiota during adulthood. a5 56
Trends in Microbiology, 2022, 30, 940-947. ’

ARRermansia muciniphila: paradigm for next-generation beneficial microorganisms. Nature Reviews
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A novel stepwise inte%rative analysis pipeline reveals distinct microbiota-host interactions and link to 16 4

symptoms in irritable bowel syndrome. Scientific Reports, 2021, 11, 5521.

Diet and gut microbiome interactions of relevance for symptoms in irritable bowel syndrome.
Microbiome, 2021, 9, 74.

A Randomised, Controlled Trial: Effect of a Multi-Strain Fermented Milk on the Gut Microbiota

Recovery after Helicobacter pylori Therapy. Nutrients, 2021, 13, 3171. L7 20

A Fermented Milk Product Containing B. lactis CNCM [-2494 Improves the Tolerance of a Plant-Based
Diet in Patients with Disorders of Guta€“Brain Interactions. Nutrients, 2021, 13, 4542.

Safety and functional enrichment of gut microbiome in healthy subjects consuming a multi-strain

fermented milk product: a randomised controlled trial. Scientific Reports, 2020, 10, 15974. L6 18

Metabolic Response of Faecalibacterium prausnitzii to Cell-Free Supernatants from Lactic Acid
Bacteria. Microorganisms, 2020, 8, 1528.

Vitamin Biosynthesis by Human Gut Butyrate-Producing Bacteria and Cross-Feeding in Synthetic

Microbial Communities. MBio, 2020, 11, . 1.8 103

Moving from probiotics to precision probiotics. Nature Microbiology, 2020, 5, 878-880.

Consumption of Fermented Plant Foods Is Associated with Systematic Differences in the Human Gut

Microbiome and Metabolome. Current Developments in Nutrition, 2020, 4, nzaa062_030. 0.1 0

A Fermented Milk Product with B. lactis CNCM 1-2494 and Lactic Acid Bacteria Improves
Gastrointestinal Comfort in Response to a Challenge Diet Rich in Fermentable Residues in Healthy
Subjects. Nutrients, 2020, 12, 320.

Consumption of Fermented Foods Is Associated with Systematic Differences in the Gut Microbiome

and Metabolome. MSystems, 2020, 5, . L7 81

The Gut Microbiota in the First Decade of Life. Trends in Microbiology, 2019, 27, 997-1010.

Effects of the long-term storage of human fecal microbiota samples collected in RNAlater. Scientific
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Evidence for an association of gut microbial Clostridia with brain functional connectivity and

gastrointestinal sensorimotor function in patients with irritable bowel syndrome, based on
tripartite network analysis. Microbiome, 2019, 7, 45.

The potential probiotic Lactobacillus rhamnosus CNCM I-3690 strain protects the intestinal barrier by

stimulating both mucus production and cytoprotective response. Scientific Reports, 2019, 9, 5398. 1.6 98

Fasting breath H2 and gut microbiota metabolic potential are associated with the response to a
fermented milk product in irritable bowel syndrome. PLoS ONE, 2019, 14, e0214273.

In vitro Study of Lactobacillus paracasei CNCM I-1518 in Healthy and Clostridioides difficile Colonized

Elderly Gut Microbiota. Frontiers in Nutrition, 2019, 6, 184. L6 12

Lactobacillus paracasei CNCM 1-3689 reduces vancomycin-resistant Enterococcus persistence and
promotes Bacteroidetes resilience in the gut following antibiotic challenge. Scientific Reports, 2018,
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Fecal chromogranins and secretogranins are linked to the fecal and mucosal intestinal bacterial

composition of IBS patients and healthy subjects. Scientific Reports, 2018, 8, 16821. L6 10

Altered intestinal antibacterial gene expression response profile in irritable bowel sF/ndrome is linked
to bacterial composition and immune activation. Neurogastroenterology and Motility, 2018, 30, e13468.

Mo1942 - Association Between Dietary Habits and the Gut Metagenome in Irritable Bowel Syndrome.
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ARkermansia muciniphila and its role in regulating host functions. Microbial Pathogenesis, 2017, 106,
171-181.

Homeostasis of the gut barrier and potential biomarkers. American Journal of Physiology - Renal 16 408
Physiology, 2017, 312, G171-G193. :

High-fat feeding rather than obesity drives taxonomical and functional changes in the gut microbiota
in mice. Microbiome, 2017, 5, 43.

Towards standards for human fecal sample processing in metagenomic studies. Nature Biotechnology,
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Clostridia from the Gut Microbiome are Associated with Brain Functional Connectivity and Evoked
Symptoms in IBS. Gastroenterology, 2017, 152, S40.

Brain Structure and Response to Emotional Stimuli as Related to Gut Microbial Profiles in Healthy 13 158
Women. Psychosomatic Medicine, 2017, 79, 905-913. :

Rethinking Diet to Aid Humana€“Microbe Symbiosis. Trends in Microbiology, 2017, 25, 100-112.

Identification of an Intestinal Microbiota Signature Associated With Severity of Irritable Bowel

Syndrome. Gastroenterology, 2017, 152, 111-123.e8. 0.6 470

Lactobacillus paracasei feeding improves immune control of influenza infection in mice. PLoS ONE,

2017, 12, e0184976.
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Clostridium difficile colonization and antibiotics response in PolyFermS continuous model mimicking

elderly intestinal fermentation. Gut Pathogens, 2016, 8, 63.

Effect of a long-term high-protein diet on survival, obesity development, and gut microbiota in mice.
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Ecological robustness of the gut microbiota in response to ingestion of transient food-borne
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Lactulose Challenge Determines Visceral Sensitivity and Severity of Symptoms in Patients With
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Design and Investigation of PolyFermS In Vitro Continuous Fermentation Models Inoculated with
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Fate, activity, and impact of ingested bacteria within the human gut microbiota. Trends in
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Modulation of gut microbiota during probiotic-mediated attenuation of metabolic syndrome in high
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375 Human Gut Microbial Clusters Correlate With Anatomical Brain Signatures: A Pilot Study.
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375 Human gut microbial clusters correlate with anatomical brain signatures: a pilot study.
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Transient inflammatory-like state and microbial dysbiosis are Fivotal in establishment of mucosal
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The gut microbiota elicits a profound metabolic reorientation in the mouse jejunal mucosa during
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Laxative treatment with polyethylene glycol decreases microbial primary bile salt dehydroxylation and

lipid metabolism in the intestine of rats. American Journal of Physiology - Renal Physiology, 2013, 305,
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Saturated fat stimulates obesity and hepatic steatosis and affects gut microbiota composition by an
enhanced overflow of dietary fat to the distal intestine. American Journal of Physiology - Renal 1.6 330
Physiology, 2012, 303, G589-G599.
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Metabolic Syndrome. Gastroenterology, 2012, 143,913-916.e7. ) >
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Impact of microbial transformation of food on healtha€”from fermented foods to fermentation in the
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