Supplementary table Primer pairs targeting bacterial 16S rRNA genes
	Target microorganisma
	Primer sequence (5′—>3′)b,c
	Product size (bp)
	Ta
	Efficiency (%)
	Reference

	Total bacteria 
(Universal 180)
	F: AAACTCAAAKGAATTGACGG
R: CTCACRRCACGAGCTGAC
	180
	60
	91
	(Bacchetti De Gregoris et al. 2011)

	Firmicutes (P)
	F: TGAAACTYAAAGGAATTGACG
R: ACCATGCACCACCTGTC
	200 
	64
	87
	(Bacchetti De Gregoris et al. 2011)

	Bacteroidetes (P)
	F: CRAACAGGATTAGATACCCT
R: GGTAAGGTTCCTCGCGTAT
	240 
	64
	74
	(Bacchetti De Gregoris et al. 2011)

	ɣ-Proteobacteria (C)
	F: TCGTCAGCTCGTGTYGTGA
R: CGTAAGGGCCATGATG
	170 
	53
	74
	(Bacchetti De Gregoris et al. 2011)

	Prevotella spp. (G)
	F: GGTTCTGAGAGGAAGGTCCCC
R: TCCTGCACGCTACTTGGCTG
	267 
	56
	81
	(Stevenson and Weimer 2007)

	Roseburia (G)
	F: GCGGTRCGGCAAGTCTGA
R: CCTCCGACACTCTAGTMCGAC
	80
	55
	86
	(Walker et al. 2005; Ramirez-Farias et al. 2008)

	Ruminococcus (G)
	F: GGCGGCYTRCTGGGCTTT
R: CCAGGTGGATWACTTATTGTGTTAA
	156
	63
	68
	(Ramirez-Farias et al. 2008)

	Faecalibacterium (G)
	F: GGAGGAAGAAGGTCTTCGG
R: AATTCCGCCTACCTCTGCACT
	247
	63
	79
	(Wang et al. 1996; Ramirez-Farias et al. 2008)

	Bacteroides (G)
	F: GAAGGTCCCCCACATTG
R: CGCKACTTGGCTGGTTCAG
	103
	64
	89
	(Bartosch et al. 2004; Ramirez-Farias et al. 2008)

	Akkermansia (G)
	F: CAGCACGTGAAGGTGGGGAC
R: CCTTGCGGTTGGCTTCAGAT
	349
	60
	91
	(Collado et al. 2007)

	Bifidobacteria (G)
	F: TCGCGTCYGGTGTGAAAG
R: GGTGTTCTTCCCGATATCTACA
	601
	64
	79
	(Matsuki et al. 2002; Rinttila et al. 2004)

	Lactobacillus spp. (G)
	F: AGCAGTAGGGAATCTTCCA
R: CACCGCTACACATGGAG
	341
	56
	84
	(Walter et al. 2001; Heilig et al. 2002)


Note: aP=phylum, C=class and G=genus; bF and R represent forward and reverse primers, respectively.
cDegenerate base covering: R = A/G; Y = T/C; M = A/C; W = A/T; K = T/G
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