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1 Omics—based approaches for the understanding of

intestinal microflora diversity in health and diseases

Commensal bacteria-derived metabolites shape the intestinal

immune system through epigenetic modifications

NGS-based analysis of human gut microbiome
Paul Wilmes University of Luxembourg
Eco-Systems Biology of human-microbe molecular interactions along

the gastrointestinal tract

Integrative multi-omics approach for analyzing gut ecosystem

Mediator lipidomics approach to understand the roles of fatty acid

metabolism in controlling inflammation and tissue homeostasis

Epigenetic alterations induced by chronic inflammation and

influence of colonic microbiome on them

Peer Bork EMBL Heidelberg
The human gut microbiome: Variation, stratification and associations
with disease
2 Understanding the complex gut ecosystem based on

the multiple interactions between commensal microorganisms and host

Commensal bacteria and diet in the control of intestinal
immunosurveillance and diseases
Thaddeus Stappenbeck Washington Univ. Sch. of Med.

Model of Host Microbial Interactions in Inflammatory Bowel

Disease

Colon epithelial cell turnover depends on microbiota-derived lactate

Clostridium butyricum Induces Intestinal IL-10-Produincg

Macrophages to Suppress Acute Colitis

Gut flora and multiple sclerosis



