Carbohydrate Syntrophy enhances the establishment of Bifidobacterium breve 
UCC2003 in the neonatal gut 
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	B. breve UCC2003PK1
	B. breve UCC2003∆nagA1∆nagA2PK1

	Name
	function
	Fold upregulation
	pValue
	Fold upregulation
	pValue

	Bbr_0345
	ATP-binding protein of ABC transporter system 
	4.66
	0.0005
	3.16
	0.0020

	Bbr_0620
	DNA-(apurinic or apyrimidinic site) lyase 
	15.93
	0.0006
	10.00
	0.0005

	Bbr_0855
	Hypothetical protein 
	5.14
	0.0002
	3.76
	0.0001

	Bbr_0861
	Conserved hypothetical protein in phosphoglycerate mutase family 
	7.80
	0.0004
	3.99
	0.0013

	Bbr_0875
	Hypothetical membrane spanning protein 
	8.33
	0.0205
	4.36
	0.0010

	Bbr_1071
	Hypothetical membrane spanning protein 
	4.40
	0.0002
	3.24
	0.0027

	Bbr_1097
	hisI Phosphoribosyl-AMP cyclohydrolase 
	4.73
	0.0003
	3.51
	0.0041

	Bbr_1161
	Nucleotide pyrophosphatase 
	15.03
	0.0001
	9.22
	0.0000

	Bbr_1188
	miaA tRNA delta(2)-isopentenylpyrophosphate transferase 
	15.63
	0.0010
	10.20
	0.0008

	Bbr_1277
	Conserved hypothetical membrane spanning protein 
	19.48
	0.0005
	9.46
	0.0008

	Bbr_1286
	acyP Acylphosphatase 
	3.72
	0.0003
	2.72
	0.0006

	Bbr_1514
	Narrowly conserved hypothetical protein 
	18.00
	0.0000
	7.71
	0.0002

	Bbr_1520
	pacB Penicillin acylase 
	11.35
	0.0015
	5.57
	0.0022

	Bbr_1527
	Narrowly conserved hypothetical membrane spanning protein 
	12.14
	0.0001
	6.66
	0.0005

	Bbr_1780
	Glutamyl-tRNA synthetase 
	14.60
	0.0010
	6.16
	0.0023






