	[bookmark: _GoBack]Table S1. 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 (%)*
	 

	
	15 minutes before feeding
	60 minutes postprandial
	300 minutes postprandial
	 
	15 minutes before feeding
	60 minutes postprandial
	300 minutes postprandial
	Kruskal-Wallis q-value**
	Kruskal-Wallis P-value

	
	
	
	
	 
	
	
	
	
	

	Firmicutes
	9.7-78.7
	37.3-96.7
	22.0-98.0
	
	44.70
	47.10
	54.80
	0.7834
	0.65

	   Clostridia
	6.4-14.8
	7.6-45.7
	4.8-57.7
	
	12.20
	20.10
	16.70
	0.9306
	0.93

	      Clostridiales
	6.4-14.8
	7.6-45.7
	4.8-57.7
	
	12.20
	20.10
	16.70
	1.0000
	0.93

	         Clostridiaceae
	4.5-14.1
	5.4-44.5
	3.8-55.6
	
	8.00
	15.30
	12.60
	0.9792
	0.65

	            Other‡
	0.3-3.4
	1.1-7.2
	0.8-14.3
	
	1.60
	1.80
	3.10
	0.5832
	0.19

	            Unclassified‡‡
	3.9-10.1'
	4-37.2
	2.2-39.9
	
	6.20
	13.10
	8.50
	1.0000
	0.65

	            Clostridium
	0-0.5
	0-0.4
	0-1.4
	
	0.20
	0.10
	0.10
	1.0000
	1.00

	         Lachnospiraceae
	0-2.3
	0-2.8
	0-1.3
	
	1.40
	0.90
	0.10
	0.6482
	0.28

	            Other
	0.1-0.3
	0-1.2
	0-0.5
	
	0.10
	0.10
	0.00
	1.0000
	0.67

	            Unclassified
	0-0.6
	0-0.3
	0-0.2
	
	0.30
	0.00
	0.00
	1.0000
	0.78

	            Blautia
	0-1.4
	0-1
	0-0.2
	
	0.60
	0.50
	0.00
	0.6048
	0.19

	            [Ruminococcus]‡‡‡
	0-0.3
	0-0.8
	0-0.6
	
	0.20
	0.10
	0.00
	0.7015
	0.43

	         Peptoscoccaceae
	0-0.3
	0-0.1
	0-0.1
	
	0.10
	0.00
	0.00
	1.0000
	0.89

	         Peptostreptococcaceae
	0-0.5
	0.1-0.4
	0-0.8
	
	0.00
	0.20
	0.00
	0.6718
	0.35

	            Unclassified
	0-0.5
	0.1-0.3
	0-0.8
	
	0.00
	0.10
	0.00
	0.6569
	0.35

	            Peptostreptococcus
	0-0
	0-0.2
	0-0.1
	
	0.00
	0.10
	0.00
	0.5185
	0.22

	         Veillonellaceae
	0-0.9
	0-1.8
	0-3.2
	
	0.50
	0.50
	0.20
	1.0000
	1.00

	            Megamonas
	0-0.5
	0-1.5
	0-3.2
	
	0.30
	0.30
	0.10
	1.0000
	0.89

	            Phascolarctobacterium
	0-0.3
	0-0
	0-0
	
	0.10
	0.00
	0.00
	0.3889
	0.11

	         Unclassified
	0.1-0.2
	0-0.6
	0-1.8
	
	0.10
	0.40
	0.20
	1.0000
	0.78

	            Unclassified
	0.1-0.2
	0-0.6
	0.1-1.8
	
	0.10
	0.40
	0.20
	0.9469
	0.78

	         Other
	0-0.4
	0-1
	0-1.6
	
	0.20
	0.20
	0.50
	1.0000
	0.93

	            Other
	0-0.4
	0-1
	0-1.6
	
	0.20
	0.20
	0.50
	0.5443
	0.19

	   Erysipelotrichi
	0-57.3
	0.3-54.6
	0.1-17.5
	
	23.00
	17.60
	4.10
	0.2250
	0.13

	      Erysipelotrichales
	0-57.3
	0.3-54.6
	0.1-17.5
	
	23.00
	17.60
	4.10
	0.2250
	0.13

	         Erysipelotrichaceae
	0-57.3
	0.3-54.6
	0.1-17.5
	
	23.00
	17.60
	4.10
	0.5250
	0.13

	            Allobaculum
	0-57.2
	0.3-54.5
	0-17.5
	
	22.80
	17.20
	3.40
	0.3024
	0.06

	   Bacilli
	0-21.3
	1.6-32.1
	2.1-65.6
	
	3.80
	5.60
	20.20
	0.1877
	0.04

	      Lactobacillales
	0-18.6
	1.3-15.6
	1.7-23.2
	
	3.10
	3.80
	11.40
	1.0000
	0.93

	         Streptococcaceae
	0-13.5
	0.5-8.3
	0.3-19.2
	
	1.40
	1.90
	1.80
	1.0000
	1.00

	            Streptococcus
	0-13.5
	0.5-8.3
	0.3-19.1
	
	1.40
	1.90
	1.80
	1.0000
	1.00

	         Lactobacillaceae
	0-5
	0-6.9
	0-22.8
	
	1.60
	1.30
	0.60
	1.0000
	0.94

	            Lactobacillus
	0-5
	0-6.9
	0-22.8
	
	1.60
	1.30
	0.60
	1.0000
	0.94

	         Aerococcaceae
	0-0
	0.1-0.8
	0-0.2
	
	0.00
	0.50
	0.10
	1.0000
	0.78

	            Unclassified
	0-0
	0-0.7
	0-0.2
	
	0.00
	0.10
	0.10
	0.6667
	0.33

	            Facklamia
	0-0
	0.1-0.7
	0-0
	
	0.00
	0.10
	0.00
	0.3453
	0.04

	         Turicibacteraceae
	0-2.7
	0-16.6
	0-42.4
	
	0.80
	1.40
	8.60
	0.2919
	0.06

	            Turicibacter
	0-2.8
	0-17
	0-42.2
	
	0.60
	1.30
	8.00
	0.3114
	0.06

	Proteobacteria
	4.4-24.3
	1.4-4.8
	0.3-0.8
	
	6.2a
	2.1a,b
	0.7b
	0.0276
	0.00

	   Betaproteobacteria
	3.9-21.8
	0.9-3.4
	0-0.5
	
	5.8a
	1.5a,b
	0.2b
	0.0414
	0.00

	      Burkholderiales
	3.9-21.8
	0.5-3.4
	0-0.5
	
	5.8a
	1.3a,b
	0.1b
	0.0414
	0.00

	         Alcaligenaceae
	3.9-21.8
	0.5-3.4
	0-0.4
	
	5.8a
	1.2a,b
	0.1b
	0.0046
	0.93

	            Sutterella
	3.9-21.8
	0.5-3.4
	0-0.4
	
	5.80
	1.20
	0.10
	0.1288
	0.00

	   Gammaproteobacteria
	0-2.5
	0.3-1.3
	0.0-0.8
	
	0.50
	0.70
	0.10
	0.7500
	0.58

	      Aeromondales
	0-2.5
	0-1.3
	0-0.8
	
	0.50
	0.50
	0.00
	0.9444
	0.94

	         Succinivibrionaceae
	0-2.5
	0-1.3
	0-0.8
	
	0.50
	0.50
	0.00
	1.0000
	0.94

	            Anaerobiospirillum
	0-2.5
	0-1.3
	0-0.8
	
	0.10
	0.30
	0.00
	1.0000
	0.94

	
	
	
	
	
	
	
	
	
	

	Bacteroidetes
	2-7.7
	0.7-4.3
	0-0.5
	
	2.50
	2.30
	0.40
	0.1251
	0.04

	   Bacteroidia
	2-7.7
	0.7-4.3
	0-0.5
	
	2.50
	2.30
	0.40
	0.1251
	0.04

	      Bacteroidales
	2-7.7
	0.7-4.3
	0-0.5
	
	2.50
	2.30
	0.40
	0.1251
	0.04

	         Bacteroidaceae
	0.6-4.6
	0.1-2.3
	0-0.3
	
	1.30
	1.30
	0.00
	0.2919
	0.04

	            Bacteroides
	0.6-4.6
	0.1-2.3
	0-0.3
	
	1.30
	1.30
	0.00
	0.2919
	0.04

	         Prevotellaceae
	0-1.4
	0-1.3
	0-0.1
	
	0.40
	0.40
	0.00
	0.5833
	0.22

	            Prevotella
	0-1.4
	0-1.3
	0-0.1
	
	0.40
	0.40
	0.00
	0.5656
	0.22

	         S24-7
	0-2
	0-0.5
	0-0
	
	0.30
	0.00
	0.00
	0.5835
	0.17

	         [Paraprevotellaceae]
	0-1.5
	0-0.8
	0-0.1
	
	0.20
	0.30
	0.00
	0.7777
	0.44

	
	
	
	
	
	
	
	
	
	

	Actinobacteria
	0-1.1
	0.8-2.3
	0.2-0.9
	
	0.30
	1.30
	0.40
	0.5462
	0.27

	   Actinobacteria (class)
	0-0.1
	0.2-1.3
	0-0.9
	
	0.00
	1.10
	0.30
	0.1458
	0.06

	      Actinomycetales
	0-0.1
	0.2-1.3
	0-0.9
	
	0.00
	1.10
	0.30
	0.1458
	0.06

	            Actinomyces
	0-0
	0-0.7
	0-0.3
	
	0.00
	0.10
	0.20
	0.7130
	0.41

	         Corynebacteriaceae
	0-0.1
	0.2-0.9
	0-0.6
	
	0.00
	0.30
	0.10
	0.0977
	0.01

	            Corynebacterium
	0-0.1
	0.2-0.9
	0-0.6
	
	0.00
	0.30
	0.10
	0.1302
	0.01

	   Coriobacteriia
	0-1.1
	0.2-0.9
	0-0.1
	
	0.20
	0.50
	0.00
	0.4167
	0.28

	      Coriobacteriales
	0-1.1
	0.2-0.9
	0-0.1
	
	0.20
	0.50
	0.00
	0.4167
	0.28

	         Coriobacteriaceae
	0-1.1
	0.2-0.9
	0-0.1
	
	0.20
	0.50
	0.00
	0.5834
	0.28

	
	
	
	
	
	
	
	
	
	

	Fusobacteria
	13-78.2
	0.3-55
	0.3-76.4
	
	36.90
	45.40
	44.00
	0.6459
	0.43

	   Fusobacteriia
	13-78.2
	0.3-55
	0.3-76.4
	
	36.90
	45.40
	44.00
	0.5938
	0.53

	      Fusobacteriales
	13-78.2
	0.3-55
	0.3-76.4
	
	36.9a
	45.4a,b
	44.0b
	0.0207
	0.00

	         Fusobacteriaceae
	13.0-78.2
	0.3-55.0
	0.3-76.4
	
	36.90
	45.40
	44.00
	0.8526
	0.53

	            Cetobacterium
	4.7-67.4
	0-45.8
	0-75.5
	
	7.00
	23.50
	35.30
	0.9899
	0.78

	            Fusobacterium
	4.1-54.1
	0.3-37.6
	0.3-16.6
	 
	10.30
	7.70
	0.90
	0.2592
	0.06

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



