	Table S2. Relative percentages of the most abundant bacterial groups on the various phylogenetic levels (phylum, class, order, family, genus) based on pyrosequencing 

	
	Range (Minimum %-Maximum %)
	
	Medians (%)*
	 

	
	WF-PRE
	WF
	WF-POST
	 
	WF-PRE
	WF
	WF-POST
	Kruskal-Wallis q-value**
	Kruskal-Wallis P-value

	
	Day 5
	Day 9
	Day 15
	 
	Day 5
	Day 9
	Day 15
	
	

	Firmicutes
	26.0-84.3
	4.8-53.6
	26.0-98.5
	
	76.8
	6.8
	89.3
	0.1557
	0.0934

	   Clostridia
	5.6-22.3
	4.7-50.7
	5.6-29.4
	
	10
	6.6
	2.6
	0.4040
	0.3673

	      Clostridiales
	5.6-22.3
	4.7-50.7
	5.6-29.4
	
	10
	6.6
	2.6
	0.3456
	0.2222

	         Other
	0-0.4
	0-0.6
	0-0.1
	
	0.1
	0.3
	0
	0.2646
	0.0741

	            Other‡
	0-0.4
	0-0.6
	0-0.1
	
	0.1
	0.3
	0
	0.3046
	0.0741

	         Unclassified
	0-0.7
	0-0.3
	0-0.4
	
	0.2
	0.1
	0.1
	0.8377
	0.7037

	            Unclassified‡‡
	0-0.7
	0-0.3
	0-0.4
	
	0.2
	0.1
	0.1
	0.8137
	0.7037

	         Clostridiaceae
	0-18.8
	3.1-33.8
	0-27.4
	
	6.5
	3.9
	0.9
	0.8643
	0.6914

	            Other‡
	0-6.9
	0.2-6.1
	0-2.6
	
	1.5
	1
	0.1
	0.5227
	0.3673

	            Unclassified‡‡
	0-11
	2.2-23.6
	0-24.5
	
	2.5
	2.7
	0.8
	0.6138
	0.4645

	            Clostridium
	0-0
	0.1-4.1
	0-0.3
	
	0
	0.3
	0.1
	0.4543
	0.2701

	            SMB53
	0-2.5
	0-0
	0-0
	
	0.1
	0
	0
	0.1711***
	0.0370

	         Ruminococcaceae
	0.1-0.4
	0-0.1
	0.1-0.3
	
	0.3
	0
	0.1
	0.0775***
	0.0031

	            Faecalibacterium
	0-0.4
	0-0.1
	0-0.2
	
	0.1
	0
	0
	0.3737
	0.1111

	         Lachnospiraceae
	0-2.9
	0.3-11.5
	0-1.2
	
	0.8
	1.3
	0.6
	0.2358
	0.0849

	            Other
	0-0
	0-1.1
	0-0.4
	
	0.2
	0.2
	0.1
	0.4568
	0.2469

	            Unclassified
	0-0.3
	0-1.3
	0-0.1
	
	0
	0
	0.1
	0.8513
	0.7593

	            Blautia
	0-1.8
	0-0.6
	0-0.8
	
	0.4
	0
	0.1
	0.3855
	0.1667

	            Dorea
	0-0.2
	0-7.9
	0-0.5
	
	0
	0.8
	0
	0.1956***
	0.0370

	            [Ruminococcus]‡‡‡
	0-0.2
	0-0.5
	0-0.1
	
	0
	0.1
	0.1
	0.7156
	0.5802

	         Peptococcaceae
	0-2.2
	0-1.1
	0-0.2
	
	0.1
	0.1
	0
	1.0000
	0.9907

	           Peptococcus
	0-2.2
	0-1.1
	0-0.2
	
	0.1
	0.1
	0
	0.9907
	0.9907

	         Peptostreptococcaceae
	0-2.3
	0-3.5
	0-0.3
	
	0.1
	0.1
	0.2
	1.0000
	1.0000

	            Unclassified
	0-2.0
	0-3.5
	0-0.2
	
	0.1
	0.1
	0
	0.8464
	0.7778

	         Veillonellaceae
	0.1-6.4
	0.1-1.1
	0.1-3.5
	
	0.8
	0.3
	0.2
	1.0000
	0.9537

	            Megamonas
	0.1-2.4
	0-0.4
	0.1-0.3
	
	0.3
	0
	0
	0.3350
	0.1358

	            Megasphaera
	0-3.8
	0-0
	0-2.9
	
	0.3
	0
	0
	0.5583
	0.4074

	            Phascolarctobacterium
	0-0.2
	0-0.8
	0-0.3
	
	0
	0.2
	0
	0.4187
	0.2037

	         [Mogibacteriaceae]
	0-0.4
	0-0.3
	0-0.2
	
	0.1
	0.1
	0
	0.7391
	0.5617

	            Unclassified
	0-0.4
	0-0.3
	0-0.2
	
	0.1
	0.1
	0
	0.7167
	0.5617

	         [Tissierellaceae]
	0-0.8
	0-0
	0-0.2
	
	0
	0
	0.1
	0.4938
	0.2963

	            Parvimonas
	0-0.2
	0-0
	0-0.2
	
	0
	0
	0.1
	0.4767
	0.2963

	   Erysipelotrichi
	1.2-50.1
	0.1-2.6
	1.2-92.0
	
	16.3
	0.2
	15.6
	0.0935***
	0.0085

	      Erysipelotrichales
	1.2-50.1
	0.1-2.6
	1.2-92.0
	
	16.3
	0.2
	15.6
	0.3187
	0.1821

	         Erysipelotrichaceae
	1.2-50.1
	0.1-2.6
	1.2-92.0
	
	16.3
	0.2
	15.6
	0.0708***
	0.0085

	            Allobaculum
	1.2-50.0
	0-2.3
	1.2-91.9
	
	15.6
	0.2
	15.6
	0.1573***
	0.0085

	            Unclassified
	0-0.3
	0-0.3
	0-0.1
	
	0.2
	0
	0.1
	0.9230
	0.8981

	   Bacilli
	2.5-69.0
	0-0.3
	2.5-65.9
	
	27.6
	0
	6
	0.1314***
	0.0239

	      Lactobacillales
	2.5-69.0
	0-0.1
	2.5-65.8
	
	27
	0
	2.7
	0.3928
	0.3086

	         Streptococcaceae
	0-19.4
	0-0
	0-2.3
	
	0.5
	0
	0.3
	0.1221***
	0.0293

	            Streptococcus
	0-19.4
	0-0
	0-2.3
	
	0.5
	0
	0.3
	0.1807***
	0.0293

	         Lactobacillaceae
	0.3-69.0
	0-0
	0.3-65.3
	
	26.8
	0
	0.6
	0.1195***
	0.0239

	            Lactobacillus
	0.3-69.0
	0-0
	0.3-65.3
	
	26.8
	0
	0.6
	0.17686***
	0.0239

	         Aerococcaceae
	0-0.8
	0-0
	0-0.3
	
	0
	0
	0.1
	0.2316
	0.0741

	            Unclassified
	0-0
	0-0
	0-0.3
	
	0
	0
	0.1
	0.4031
	0.1852

	      Turicibacterales
	0-3.9
	0-0.1
	0-4.8
	
	0
	0
	0.1
	0.3630
	0.2593

	            Turicibacter
	0-3.9
	0-0.1
	0-4.8
	
	0
	0
	0.1
	0.4327
	0.2222

	
	
	
	
	
	
	
	
	
	

	Proteobacteria
	0.2-9.0
	3.6-33.0
	0.2-4.1
	
	1.3
	6.1
	1.2
	0.1195***
	0.0239

	   Alphaproteobacteria
	0-0.3
	0-0.1
	0-0.3
	
	0
	0
	0.2
	0.4074
	0.3333

	      Rickettsiales
	0-0.3
	0-0
	0-0.3
	
	0
	0
	0.1
	0.2592
	0.1111

	   Betaproteobacteria
	0.1-1.9
	0.3-2.8
	0.1-1.8
	
	0.8
	1.3
	0.8
	0.4244
	0.2701

	      Burkholderiales
	0.1-1.0
	0.1-2.8
	0.1-1.7
	
	0.8
	1.3
	0.7
	0.2075
	0.0741

	         Alcaligenaceae
	0.1-1.0
	0.1-2.8
	0.1-1.7
	
	0.8
	1.3
	0.7
	0.4630
	0.2593

	            Sutterella
	0.1-1.0
	0.1-2.8
	0.1-1.7
	
	0.8
	1.3
	0.7
	0.4569
	0.2593

	      Neisseriales
	0-1.1
	0-0.2
	0-0.2
	
	0
	0
	0.1
	0.2594
	0.0741

	         Neisseriaceae
	0-1.1
	0-0.2
	0-0.2
	
	0
	0
	0.1
	0.8839
	0.7778

	   Gammaproteobacteria
	0-6.8
	0.7-12.6
	0-1.9
	
	0.5
	2.5
	0.2
	0.2732
	0.1242

	      Enterobacteriales
	0-0
	0-1.2
	0-0.7
	
	0
	0.1
	0
	0.1190***
	0.0085

	         Enterobacteriaceae
	0-0
	0-1.2
	0-0.7
	
	0
	0.1
	0
	0.2778
	0.1111

	            Unclassified
	0-0
	0-1.2
	0-0.7
	
	0
	0.1
	0
	0.4111
	0.1111

	      Aeromondales
	0-2.0
	0-12.6
	0-1.9
	
	0.3
	2.3
	0
	0.1673***
	0.0239

	         Succinivibrionaceae
	0-2.0
	0-12.6
	0-1.9
	
	0.3
	2.3
	0
	0.2829
	0.1358

	            Anaerobiospirillum
	0-1.8
	0-12.6
	0-1.8
	
	0.3
	1.8
	0
	0.3589
	0.1358

	   Epsilonproteobacteria
	0-0.1
	0-31.3
	0-0.2
	
	0.1
	0
	0
	0.8519
	0.8519

	      Camplylobacterales
	0-0.1
	0-31.3
	0-0.2
	
	0.1
	0
	0
	0.1839***
	0.0394

	         Helicobacteraceae
	0-0.1
	0-31.3
	0-0.2
	
	0.1
	0
	0
	0.6944
	0.5000

	            Helicobacter
	0-0.1
	0-30.1
	0-0.1
	
	0.1
	0
	0
	0.9006
	0.8519

	
	
	
	
	
	
	
	
	
	

	Bacteroidetes
	0.2-6.1
	0.6-22.8
	0.2-2.7
	
	1.1
	12.8
	0.3
	0.0985***
	0.0394

	   Bacteroidia
	0.2-5.9
	0.6-22.8
	0.2-2.7
	
	1.1
	12.8
	0.3
	0.1445***
	0.0394

	      Bacteroidales
	0.2-5.9
	0.6-22.8
	0.2-2.7
	
	1.1
	12.8
	0.3
	0.4285
	0.3673

	         Bacteroidaceae
	0-0.3
	0.4-15.1
	0-2.3
	
	0.1
	10.1
	0
	0.0963***
	0.0077

	            Bacteroides
	0-0.3
	0.4-15.1
	0-2.3
	
	0.1
	10.1
	0
	0.2849***
	0.0077

	         S24-7
	0-1.0
	0-0.2
	0-0.3
	
	0.6
	0
	0
	0.2525
	0.1111

	            Unclassified
	0-1.0
	0-0.2
	0-0.3
	
	0.6
	0
	0
	0.3426
	0.1111

	         Prevotellaceae
	0-0.9
	0-0
	0-0.3
	
	0
	0
	0.2
	0.4901
	0.3333

	            Prevotella
	0-0.9
	0-0
	0-0.3
	
	0
	0
	0.2
	0.4933
	0.3333

	         [Paraprevotellaceae]
	0-0.3
	0.1-7.5
	0-0.2
	
	0
	2
	0.1
	0.1156***
	0.0185

	            [Prevotella]
	0-0.3
	0-6.9
	0-0.1
	
	0
	1.3
	0
	0.3515
	0.1235

	            Unclassified
	0-0.1
	0.1-1.3
	0-0.2
	
	0
	0.7
	0
	0.1517***
	0.0123

	
	
	
	
	
	
	
	
	
	

	Actinobacteria
	0-1.7
	0-2.2
	0-0.8
	
	0.1
	0.1
	0.2
	0.3272
	0.3272

	   Actinobacteria (class)
	0-1.7
	0-0.1
	0-0.8
	
	0
	0
	0.2
	0.2038
	0.0741

	      Actinomycetales
	0-1.7
	0-0.1
	0-0.8
	
	0
	0
	0.2
	0.8519
	0.8519

	   Coriobacteriia
	0-0.1
	0-2.1
	0-0.1
	
	0
	0.1
	0
	0.4243
	0.3086

	      Coriobacteriales
	0-0.1
	0-2.1
	0-0.1
	
	0
	0.1
	0
	0.8376
	0.7778

	         Coriobacteriaceae
	0-0.1
	0-2.1
	0-0.1
	
	0
	0.1
	0
	0.4822
	0.3086

	            Collinsella
	0-0.1
	0-1.8
	0-0.1
	
	0
	0.1
	0
	0.4758
	0.3086

	
	
	
	
	
	
	
	
	
	

	Fusobacteria
	12.6-71.4
	9.9-81.4
	12.6-95.5
	
	14.1
	67.6
	8.9
	0.2276
	0.1821

	   Fusobacteriia
	12.6-71.4
	9.9-81.4
	12.6-95.5
	
	14.1
	67.6
	8.9
	0.3339
	0.1821

	      Fusobacteriales
	12.6-71.4
	9.9-81.4
	12.6-95.5
	
	14.1
	67.6
	8.9
	0.2716
	0.1358

	         Fusobacteriaceae
	12.6-71.4
	9.9-81.4
	12.6-95.5
	
	14.1
	67.6
	8.9
	0.3502
	0.1821

	            Cetobacterium
	0.3-65.7
	0-56.1
	0.3-95.1
	
	9.4
	31.4
	3.1
	0.6944
	0.5818

	            Fusobacterium
	0.2-13.7
	9.4-67.6
	0.2-37.4
	 
	4.5
	30.8
	0.6
	0.2211
	0.0239

	**p-values were adjusted for multiple comparisons based on the Benjamini and Hochberg False discovery rate 
	
	

	***no difference seen after adjustment with Benjamini and Hochberg False discvovery rate 
	
	
	
	

	* Medians not sharing a common superscript differ (P<0.05, Dunn’s multiple comparisons test)
	

	‡‡‡Square brackets=proposed taxonomic grouping according to Greengenes v.13.5 database used within QIIME v.1.8.0 piepline
	

	‡‡Unclassified=matches (97% similarity) to a reference sequence undefined at given taxonomic level
	
	
	

	‡Other=ambigious assignment; QIIME cannot distinguish between taxa within that taxonomic level  
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