	
	
	OTU ID
	% Rel. Abund. *
	
	SM vs MFC
	
	Ref vs MPPT

	 
	 
	
	SM
	Ref-MFC
	MPPT-MFC
	
	p value
	FDR corrected p
	
	p value
	FDR corrected p

	Bacteroidetes 
	Parabacteroides 
	2
	n.d.
	12.6±4.6
	5.9±2.4
	
	0.027
	0.075
	
	0.054
	0.238

	 
	Uncultured p-2534-18B5 
	7
	n.d.
	3.3±1.3
	4.4±1.8
	
	0.014
	0.047
	
	>0.1
	>0.3

	 
	Uncultured p-2534-18B5 
	1
	n.d.
	11.6±1.9
	10.7±2.5
	
	0.000
	0.002
	
	>0.1
	>0.3

	Firmicutes
	Alkaliphilus 
	4
	n.d.
	5.3±1.2
	5.0±1.3
	
	0.000
	0.002
	
	>0.1
	>0.3

	 
	Alakalibacculum bacchi
	16
	4.6±0.0
	<0.1
	<0.1
	
	0.000
	0.000
	
	>0.1
	>0.3

	 
	Cryptoanaerobacter phenolicus
	18
	3.2±1.1
	<0.1
	n.d.
	
	0.000
	0.000
	
	>0.1
	>0.3

	 
	Sedimentibacter 
	10
	n.d.
	1.2±0.9
	4.5±2.2
	
	>0.1
	>0.3
	
	0.042
	0.224

	 
	Syntrophomonas 
	8
	n.d.
	3.7±1.9
	1.9±0.7
	
	0.062
	0.152
	
	>0.1
	>0.3

	 
	Syntrophomonas 
	13
	n.d.
	2.1±1.1
	0.5±0.2
	
	>0.1
	>0.3
	
	0.061
	0.227

	 
	Tissierella
	15
	n.d.
	0.4±0.2
	2.7±2.0
	
	>0.1
	>0.3
	
	>0.1
	>0.3

	 
	Thrichococcus pasteurii
	6
	14.4±4.9
	<0.1
	<0.1
	
	0.000
	0.000
	
	>0.1
	>0.3

	 
	Turicibacter 
	0
	0.2±0.0
	47.9±11.3
	28.0±12.4
	
	0.011
	0.039
	
	0.049
	0.237

	 
	Turicibacter 
	164
	<0.1
	1.4±0.6
	2.4±2.1
	
	>0.1
	>0.3
	
	>0.1
	>0.3

	 
	Uncultured Clostridiaceae 
	11
	3.8±2.2
	1.0±0.5
	1.9±1.7
	
	0.092
	0.208
	
	>0.1
	>0.3

	 
	Uncultured Clostridiales 
	9
	1.6±0.4
	2.1±0.4
	2.4±0.7
	
	>0.1
	>0.3
	
	>0.1
	>0.3

	 
	Youngiibacter fragilis
	22
	2.4±0.0
	n.d.
	n.d.
	
	>0.1
	>0.3
	
	>0.1
	>0.3

	Proteobacteria
	Simplicispira metamorpha
	20
	2.9±3.1
	n.d.
	n.d.
	
	0.012
	0.024
	
	>0.1
	>0.3

	 
	Pseudomonas caeni
	3
	33.3±18.0
	<0.1
	0.2±0.2
	
	0.000
	0.001
	
	>0.1
	>0.3

	 
	Pseudomonas sp.
	12
	0.4±0.5
	<0.1
	7.2±5.4
	
	>0.1
	>0.3
	
	0.042
	0.224

	 
	Uncultured Oxalobacteraceae 
	23
	0.1±0.2
	n.d.
	2.0±1.6
	
	>0.1
	>0.3
	
	0.045
	0.224

	WWE1
	Uncultured Cloacamonaceae   
	14
	0.3±0.4
	0.3±0.2
	2.3±1.8
	
	>0.1
	>0.3
	
	0.091
	0.241

	Synergistetes
	Cloacibacillum porcorum
	17
	3.2±0.8
	n.d.
	<0.1
	
	0.000
	0.000
	
	>0.1
	>0.3
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