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Supplementary Figure 1: Integration of bile acid and faecal flora correlations displayed using pixel maps.
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Supplementary Figure 2: A summary of the design of the experimental study
Supplementary Table 1: O-PLS-DA model summary for discriminating NMR spectra of liver, plasma, feacal extracts and urine
	Metabolites
	Chemical shift & multiplicity
	HBF+ 

L. paracsei vs HBF
	HBF + 

L. rhamnosus vs HBF

	
	
	Correlation coefficients 
	Correlation coefficients 

	
	
	
	

	Liver
	
	QY2=21%, RX2=44%
	QY2=41%, RX2=37%

	Leu, Ileu
	0.94(d)
	-0.68
	-0.51

	Lactate 
	1.32(d)
	0.57
	-

	Succinate 
	2.41(s)
	0.58
	0.54

	MA 
	2.61(s)
	-0.6
	-

	TMA 
	2.91 (s)
	-0.79
	0.52

	TMAO 
	3.27(s)
	-
	0.6

	Gln
	2.44(m)
	-0.48
	-

	Glycogen 
	5.38 -5.45
	-0.54
	-

	Plasma
	
	QY2=44%, RX2=50%
	QY2=51%, RX2=32%

	Lipoproteins 
	1.29(m)
	-0.76
	-0.78

	Citrate
	2.65(d)
	-0.76
	-0.53

	Choline 
	3.2(s)
	0.45
	0.83

	GPC 
	3.22(s)
	0.66
	0.92

	Glyceryls
	3.91(m)
	0.58
	0.77

	Feces
	
	QY2=90%, RX2=48%
	QY2=89%, RX2=49%

	Caprylate 
	1.27(m)
	0.91
	-

	Lys
	3.00(m)
	0.89
	0.73

	Osides 
	5.42(m)
	0.84
	0.91

	Bile acids 
	0.72(s)
	-0.59
	-0.54

	Ethanol 
	1.18(t)
	-0.84
	-0.86

	Choline 
	3.20(s)
	-0.78
	-0.64

	NAM
	2.06(m)
	-0.73
	-0.62

	Acetate 
	1.91(s)
	-0.82
	-0.78

	U1
	3.71(s)
	-0.71
	-0.62

	Urine
	
	QY2=91%, RX2=47%
	QY2=59%, RX2=46%

	IAG 
	7.55(d)
	0.89
	0.57

	PAG 
	7.37(m)
	0.84
	0.58

	Tryptamine 
	7.70(d)
	0.84
	0.57

	UGLp
	1.27(m)
	0.91
	-

	Glycero-metabolites
	4.04 (m)
	0.91
	-

	NAG
	2.04(s)
	0.82
	-

	Butyrate 
	0.90(t)
	-0.80
	-0.79

	α-keto-isocaproate 
	0.94(d)
	-0.73
	-0.67

	Propionate 
	1.05(t)
	-0.53
	-

	3-hydroxy-isovalerate
	1.24(s)
	-0.72
	-0.77

	Citrate 
	2.55(d)
	-0.56
	-0.66

	Creatine 
	3.92(s)
	-
	-0.62

	Citrulline 
	1.88(m)
	-
	-0.71


NB: O-PLS models were generated with 1 predictive and 2 orthogonal components to discriminate between 2 groups of mice. The RX2 value shows how much of the variation in the dataset X is explained by the model. The QY2 value represents the predictability of the models, and relates to its statistical validity. 

Key: s: singlet, d: doublet, t: triplet, q: quartet, m: multiplet, dd: doublet of doublets. For metabolite abbreviation, refer to key in Figure 2.
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