Supplementary Material Table S1: Additional Information about SIHUMIx
We recently established SIHUMIx as in vitro model for bioreactor use for the first time (Krause et al., in submission). We could show that the consortium in that composition reproducibly established in the bioreactor system until it reached the ability to stay essentially unchanged. This is an important criterion for the investigation of environmental stressors in an in vitro model, since studies on complex bacterial communities have been reported to lack true replication [1,2]. Functions that are known to be fulfilled by each species are given in Table S1. 
Table S1.1: Overview of important functions of SIHUMIx species
	species
	phylum
	secondary 
bile acids conversion
	function in the human gut

	Anaerostipes caccae
 (=Eubacterium entericum)
	Firmicutes
	yes
	short chain fatty acids producer[3]

	Bacteroides thetaiotaomicron
	Bacteroidetes
	yes
	mucosal barrier reinforcement
immune system modulation 
nutrients metabolism[4]        

	Bifidobacterium longum
	Actinobacteria
	yes
	produces acetate
catabolism of oligosaccharides[5]

	Blautia producta
	Firmicutes
	yes
	glucose fermentation 
among the most abundant members[6,7][5]

	Clostridium butyricum
	Firmicutes
	no
	short chain fatty acids producer
dehydroxylation of bile acids[8,9]                                               

	Clostridium ramosum
	Firmicutes
	no
	conversion of bilirubin to urobilinogen
dehydroxylation of bile acids [10]

	Escherichia coli
	Proteobacteria
	no
	metabolism of high spectrum of glycoconjugates[11]

	Lactobacillus plantarum
	Firmicutes
	yes
	immunomodulation 
enhancement of the epithelial barrier functions[12]
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