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Table S2: Primers and qPCR characteristics of gut microbiota analysis*  
	Target  
	Primer
	Primer sequence (5’-3’)
	Annealing temperature (°C)
	Product Size (bp)
	Reference strains 
	References

	Total Bacteria (Universal)
	Forward
Reverse
	TCCTACGGGAGGCAGCAGT
 GGACTACCAGGGTATCTAATCCTGTT  
	60°C
	466bp
	Bacteroides fragilis MM44 (ATCC 25285)
	(1) 

	
	
	 
	
	 
	 
	

	Firmicutes
	Firm934F
Firm1060R
	GGAGYATGTGGTTTAATTCGAAGCA 
AGCTGACGACAACCATGCAC
	60°C
	126bp
	Clostridium perfringens ATCC 13124
	(2) 

	
	
	 
	
	 
	 
	

	Bacteroidetes
	Bact934F
Bact1060R
	GGARCATGTGGTTTAATTCGATGAT
 AGCTGACGACAACCATGCAG
	60°C
	126bp
	Bacteroides fragilis MM44 (ATCC 25285)
	(2) 

	
	
	 
	
	 
	 
	

	Bacteroides spp. 
	Bac303F
Bfr-Fmrev
	 GAAGGTCCCCCACATTG 
CGCKACTTGGCTGGTTCAG
	60°C
	103bp
	Bacteroides fragilis MM44 (ATCC 25285)
	(3) 

	
	
	 
	
	 
	 
	

	Prevotella spp. 
	g-Prevo-F

g-Prevo-R
	CACRGTAAACGATGGATGCC

GGTCGGGTTGCAGACC
	55°C
	513bp
	Prevotella copri 

DSM 18205
	(4) 

	
	
	
	
	
	
	

	Clostridium coccoides group
	F_Ccoc07

R_Ccoc14
	GACGCCGCGTGAAGGA

AGCCCCAGCCTTTCACATC
	55°C
	199bp
	Blautia producta

DSM 2950
	(5,6) 

	
	
	
	
	
	
	

	Roseburia spp.- Eubacterium rectale
	RrecF
Rrec630mR
	GCGGTRCGGCAAGTCTGA
CCTCCGACACTCTAGTMCGAC
	60°C
	81bp
	Roseburia intestinalis

DSM 14610
	(7) 

	
	
	
	
	
	
	

	Clostridial cluster IV (Clostridium leptum group)
	Clep866mF
Clept1240mR
	TTAACACAATAAGTWATCCACCTGG
ACCTTCCTCCGTTTTGTCAAC
	55°C
	314bp
	Faecalibacterium prausnitzii DSM 17677
	(3)

	
	
	
	
	
	
	

	Faecalibacterium prausnitzii
	FPR-2F

Fprau645R
	GGAGGAAGAAGGTCTTCGG 

AATTCCGCCTACCTCTGCACT
	60°C
	248bp
	Faecalibacterium prausnitzii DSM 17677
	(8-10) 

	
	
	
	
	
	
	

	Clostridium perfingens group
	CPF 

CPR
	ATGCAAGTCGAGCGATG

TATGCGGTATTAATCTCCCTTT
	55°C
	120bp
	Clostridium perfringens ATCC 13124
	(11)

	
	 
	 
	
	 
	 
	

	Lactobacillus group
	Forward

Reverse
	AGCAGTAGGGAATCTTCCA
 CACCGCTACACATGGAG
	58°C
	341bp
	Lactobacillus gasseri 

DSM 20243 
	(12) 

	
	 
	 
	
	 
	 
	

	Bifidobacterium spp.
	Forward

Reverse
	TCGCGTCYGGTGTGAAAG

CCACATCCAGCRTCCAC
	58°C
	243bp
	Bifidobacterium bifidum DSM 20456
	(12) 

	
	 
	 
	
	 
	 
	

	Escherichia coli subgroup
	Forward

Reverse
	GTTAATACCTTTGCTCATTGA

ACCAGGGTATCTAATCCTGTT
	61°C

	340bp

	Escherichia coli 

ATCC 25922
	(13)


	
	
	
	
	
	
	

	Staphylococcus aureus
	NUC1

NUC2                          
	GCGATTGATGGTGATACGGTT

AGCCAAGCCTTGACGAACTAAAGC
	55°C

	447bp
 
	 Staphylococcus aureus ATCC 25923
	(14)


	
	
	
	
	
	
	

	Akkermansia muciniphila
	AM1

AM2
	CAGCACGTGAAGGTGGGGAC

CCTTGCGGTTGGCTTCAGAT
	60°C
	 327bp
	 Akkermansia muciniphila DSM 22959
	 (15,16)

	
	
	
	
	
	
	

	Methanobrevibacter genus
	MET-105f MET-386r
	TGGGAAACTGGGGATAATACTG AATGAAAAGCCATCCCGTTAAG
	55°C
	282bp
	Methanobrevibacter smithii DSM 861
	(17) 


*All PCR tests were carried out in duplicate with a final volume of 20μl per reaction, containing 10ng of each faecal DNA preparation (2ng/μl), 10μl of KAPA kit, 200nM of each primer, 0.25μl of Bovine Serum Albumin (BSA 20mg/ml, New England Biolabs Inc, UK) for minimization of reagent abstraction on glass capillaries surface and 3.95μl PCR-grade water. The thermal cycling conditions included an initial enzyme activation step at 95oC for 3 min, followed by 45 cycles of DNA denaturation at 95ºC for 3 s, primer annealing at optimal annealing temperature for 20s and extension at 72 ºC for the minimum time required for data acquisition at 72ºC according to instrument guidelines [template size (bp)/25]. Melting curve analysis was performed by slowly cooling the PCRs from 95ºC to 65ºC (0.1ºC /s) with simultaneous measurement of the SYBR Green I signal intensity. Melting-point determination analysis allowed the confirmation of the specificity of the amplification products.
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