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	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 P-value**

	
	
	
	
	
	
	
	
	

	Metabolism
	46-51
	45-48
	45-49
	
	47.2
	47.3
	46.9
	1.0000

	      Metabolism of Other Amino Acids
	1-2'
	1-2'
	1-2'
	
	1.5
	1.5
	1.6
	1.0000

	      Nucleotide Metabolism
	4-4'
	4-4'
	4-4'
	
	4.3
	4.3
	4.2
	1.0000

	            Purine metabolism
	2-2'
	2-2'
	2-2'
	
	2.3
	2.3
	2.2
	0.7171

	            Pyrimidine metabolism
	2-2'
	2-2'
	2-2'
	
	2
	2
	2.0
	1.0000

	      Carbohydrate Metabolism
	11-12'
	11-11'
	10-12'
	
	10.9
	10.8
	11
	0.9574

	            Butanoate metabolism
	1-1'
	1-1'
	1-1'
	
	0.9
	0.8
	0.9
	0.4303

	            Fructose and mannose metabolism
	1-1'
	1-1'
	1-1'
	
	1.1
	1.2
	1.1
	0.9535

	            Glycolysis / Gluconeogenesis
	1-1'
	1-1'
	1-1'
	
	1.1
	1.1
	1.3
	0.5379

	            Pyruvate metabolism
	1-1'
	1-1'
	1-1'
	
	1.0
	1.1
	1.2
	1.0000

	            Amino sugar and nucleotide sugar metabolism
	1-2'
	1-2'
	1-2'
	
	1.6
	1.7
	1.5
	0.8899

	      Metabolism of Terpenoids and Polyketides
	2-2'
	2-2'
	2-2'
	
	1.7
	1.7
	1.7
	0.9000

	      Lipid Metabolism
	2-3'
	2-3'
	3-3'
	
	2.6
	2.5
	2.8
	1.0000

	      Xenobiotics Biodegradation and Metabolism
	2-3'
	2-2'
	2-2'
	
	2.0
	1.8
	2.1
	1.0000

	      Metabolism of Cofactors and Vitamins
	4-5'
	3-4'
	3-5'
	
	4.0
	4.2
	4.1
	1.0000

	      Enzyme Families
	2-3'
	2-3'
	2-2'
	
	2.3
	2.4
	2.3
	1.0000

	            Peptidases
	2-2'
	2-2'
	2-2'
	
	2.1
	2.1
	2.0
	1.0118

	      Amino Acid Metabolism
	9-10'
	9-10'
	9-10'
	
	9.4
	9.6
	9.4
	1.0000

	            Alanine, aspartate and glutamate metabolism
	1-1'
	1-1'
	1-1'
	
	1.1
	1.1
	1.0
	0.0713

	            Amino acid related enzymes
	1-2'
	1-2'
	1-2'
	
	1.5
	1.5
	1.4
	1.0000

	            Arginine and proline metabolism
	1-1'
	1-1'
	1-1'
	
	1
	1.1
	1.1
	1.0000

	            Cysteine and methionine metabolism
	1-1'
	1-1'
	1-1'
	
	1.1
	1.1
	1.1
	0.8343

	      Energy Metabolism
	6-6'
	6-6'
	5-6'
	
	6.1
	5.8
	5.6
	1.0000

	            Methane metabolism
	1-1'
	1-1'
	1-1'
	
	1.1
	1.2
	1.1
	0.9637

	            Carbon fixation pathways in prokaryotes
	1-1'
	1-1'
	1-1'
	
	1.2
	1.1
	1.1
	1.0000

	            Oxidative phosphorylation
	1-1'
	1-1'
	1-1'
	
	1.1
	1.0
	0.9
	0.1426

	      Glycan Biosynthesis and Metabolism
	2-3'
	2-2'
	2-2'
	
	2.1
	1.8
	1.7
	1.0000

	
	
	
	
	
	
	
	
	

	Genetic Information Processing
	19-21
	19-22
	18-22
	
	19.8
	19.9
	19.9
	0.9306

	      Transcription
	2-3'
	2-3'
	2-3'
	
	2.4
	2.6
	2.6
	1.0237

	            Transcription factors
	1-2'
	1-2'
	1-2'
	
	1.5
	1.3
	1.3
	1.0000

	      Replication and Repair
	8-10'
	9-10'
	8-10'
	
	9.1
	9.2
	9.1
	0.8448

	            Chromosome
	2-2'
	2-2'
	2-2'
	
	1.6
	1.6
	1.6
	1.0000

	            DNA replication proteins
	1-1'
	1-1'
	1-1'
	
	1.3
	1.3
	1.3
	0.8799

	            Homologous recombination
	1-1'
	1-1'
	1-1'
	
	1.0
	1.0
	1.0
	1.0000

	            DNA repair and recombination proteins
	3-3'
	3-3'
	3-3'
	
	3.0
	3.0
	3.0
	0.9948

	      Translation
	5-7'
	5-7'
	5-7'
	
	6.0
	5.9
	5.8
	0.8976

	            Aminoacyl-tRNA biosynthesis
	1-1'
	1-1'
	1-1'
	
	1.3
	1.3
	1.2
	1.0000

	            Ribosome
	2-3'
	2-3'
	2-3'
	
	2.5
	2.5
	2.4
	0.9199

	            Ribosome Biogenesis
	1-2'
	1-2'
	1-2'
	
	1.5
	1.5
	1.5
	0.9407

	      Folding, Sorting and Degradation
	2-3'
	2-2'
	2-2'
	
	2.4
	2.3
	2.3
	1.0000

	
	
	
	
	
	
	
	
	

	Environmental Information Processing
	14-16
	15-16
	15-16
	
	15.6
	15.0
	15.3
	1.0000

	      Signal Transduction
	1-2'
	1-2'
	1-2'
	
	1.7
	1.6
	1.7
	0.7979

	            Two-component system
	1-2'
	1-2'
	1-2'
	
	1.6
	1.5
	1.5
	0.8432

	      Membrane Transport
	11-15'
	13-15'
	13-15'
	
	13.5
	13.1
	13.4
	1.0000

	            Secretion system
	1-1'
	1-1'
	1-1'
	
	1.2
	1.2
	1.2
	0.9616

	            ABC transporters
	3-3\
	3-3\
	4-4
	
	3.4
	3.5
	3.6
	0.8466

	            Transporters
	5-8'
	7-8'
	6-8'
	
	6.9
	6.8
	7.0
	0.8095

	            Phosphotransferase system (PTS)
	1-2'
	1-2'
	1-1'
	
	1.1
	1.2
	1.0
	0.7852

	
	
	
	
	
	
	
	
	

	Unclassified
	14-15
	14-14
	14-15
	
	14.3
	14.1
	14.4
	1.0000

	      Genetic Information Processing
	3-3'
	3-3'
	3-3'
	
	2.7
	2.7
	2.7
	1.0000

	      Metabolism
	3-3'
	3-3'
	3-3'
	
	2.8
	2.7
	2.8
	1.0000

	      Poorly Characterized
	5-5'
	5-6'
	5-5'
	
	5.1
	5.2
	5.2
	1.0000

	            Function unknown
	1-1'
	1-1'
	1-1'
	
	1.2
	1.2
	1.3
	1.0000

	            General function prediction only
	4-4'
	4-4'
	4-4'
	
	3.9
	4.0
	3.8
	1.0000

	      Cellular Processes and Signaling
	3-4'
	3-4'
	3-4'
	
	3.6
	3.5
	3.7
	1.0000

	            Other ion-coupled transporters
	2-1'
	1-1'
	1-1'
	
	1.5
	1.4
	1.4
	1.0000

	
	
	
	
	
	
	
	
	

	Cellular Processes
	2-2'
	2-3'
	2-3'
	
	1.7
	2.1
	2.2
	1.0000

	      Cell Motility
	1-1'
	1-3'
	1-3'
	 
	1.0
	1.5
	1.5
	0.7559

	**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)



