Table S1. Oligonucleotide primers used for quantitative PCR. 
	Target group
	Primer and sequence (5’-3’)
	Target gene and standard
	Reference

	Total bacteria 
	Eub338F, ACTCCTACGGGAGGCAGCAG

Eub518R, ATTACCGCGGCTGCTGG
	16S rRNA, Plasmid pLME21 containing Bifidobacterium lactis DSM10140T 16S rRNA gene
	1[]
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	Bifidobacterium spp.
	xfp-fw, ATCTTCGGACCBGAYGAGAC

xfp-rv, CGATVACGTGVACGAAGGAC
	xfp1, Bifidobacterium longum DSM20219T xfp amplicon
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	Bacteroides spp.
	Bac303F, GAAGGTCCCCCACATTG

Bfr-Fermrev, CGCKACTTGGCTGGTTCAG
	16S rRNA, Bacteroides thetaiotaomicron DSM2079T 16S rRNA gene
	4[]
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	Firmicutes 
	Firm934F, GGAGYATGTGGTTTAATTCGAAGCA

Firm1060R, AGCTGACGACAACCATGCAC
	16S rRNA, Roseburia intestinalis DSM14610T 16S rRNA gene
	
 ADDIN EN.CITE 
[6]


	Lactobacillus/ Leuconostoc/ Pediococccus spp.
	F_Lacto 05, AGCAGTAGGGAATCTTCCA

R_Lacto 04, CGCCACTGGTGTTCYTCCATATA
	16S rRNA, Lactobacillus delbrueckii DSM20081T 16S rRNA gene
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	Roseburia spp./ Eubacterium rectale
	RrecF, GCGGTRCGGCAAGTCTGA

Rrec630mR, CCTCCGACACTCTAGTMCGAC
	16S rRNA, Roseburia intestinalis DSM14610T 16S rRNA gene
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	Faecalibacterium prausnitzii
	Fprau223F, GATGGCCTCGCGTCCGATTAG

Fprau420R, CCGAAGACCTTCTTCCTCC
	16S rRNA, Faecalibacterium prausnitzii DSM17677 16S rRNA gene
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10[]


	Streptococcus spp.
	Tuf-Strep-1, GAAGAATTGCTTGAATTGGTTGAA

Tuf-Strep-R, GGACGGTAGTTGTTGAAGAATGG
	tuf2, Streptococcus mitis DSM12643T tuf amplicon
	11[]


	Staphylococcus spp.
	TStaG422, GGCCGTGTTGAACGTGGTCAAATCA

TStag765, TYACCATTTCAGTACCTCTGGTAA
	tuf, Staphylococcus epidermidis DSM20044T tuf amplicon
	12[]


	Enterobacteriaceae
	Eco1457F, CATTGACGTTACCCGCAGAAGAAGC

Eco1652R, CTCTACGAGACTCAAGCTTGC
	16S rRNA, Escherichia coli DSM5698 16S rRNA gene
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1 xylose-5-phosphate/ fructose-6-phosphate phosphoketolase gene

2 elongation factor Tu gene
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