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Sex differences in the gut microbiome drive hormone-dependent regulation of autoimmunity.
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filaments by enhancing local beta-structure. Journal of Biological Chemistry, 2001, 276, 48165-74 54 395

Gut microbiota disturbance during antibiotic therapy: a multi-omic approach. Gut, 2013, 62, 1591-601
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ISME Journal, 2007, 1, 224-34

Sites of tau important for aggregation populate {beta}-structure and bind to microtubules and

polyanions. Journal of Biological Chemistry, 2005, 280, 24978-86 >4 229

Dysbiotic gut microbiota causes transmissible Crohn’s disease-like ileitis independent of failure in
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Protein-based stable isotope probing (Protein-SIP) reveals active species within anoxic mixed

293 cultures. ISME Journal, 2008, 2, 1122-33 119 113

Maternal and cord blood miR-223 expression associates with prenatal tobacco smoke exposure and
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photosynthetic light reaction but strongly disturbs the carbon allocation pattern. PLoS ONE, 2014, 3.7

9, e99727

Adipose tissue derived bacteria are associated with inflammation in obesity and type 2 diabetes.
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Enhancing metaproteomics--The value of models and defined environmental microbial systems.
Proteomics, 2016, 16, 783-98

Phenol degradation in the strictly anaerobic iron-reducing bacterium Geobacter metallireducens 3
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Structural and functional insights into the interaction of sulfated glycosaminoglycans with tissue
195 inhibitor of metalloproteinase-3 - A possible regulatory role on extracellular matrix homeostasis. 10.8 28
Acta Biomaterialia, 2016, 45, 143-154
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