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Supplemental Table 1. Primers used for quantitative PCR
	Gene 
	Gene name
	Gene ID*
	
	Sequence (5’ – 3’)
	Amplicon  size (bp)
	Efficiency (%)
	R2

	Reference

	ZO1
	Zonula occludens 1
	XM_003353439.2
	S
AS
	AAGCCCTAAGTTCAATCACAATCT
ATCAAACTCAGGAGGCGGC
	130
	101.720
	0.998
	1

	OCLN
	Occludin
	NM_001163647.1
	S
AS
	TTGTGGGACAAGGAACGTATTTA
TGCCTGCCGACACGTTT
	76
	92.008
	0.996
	-

	IL1B
	Interleukin-1β
	NM_001005149.1
	S
AS
	AACTGGTACATCAGCACCTCTCAA
TCTTGGCGGCCTTTGGA
	71
	95.440
	0.998
	-

	IL6
	Interleukin 6
	M86722.1
	S
AS
	CGCAGCCTTGAGGATTTCC
TCAGGTGCCCCAGCTACATT
	67
	107.905
	0.995
	-

	IL10
	Interleukin 10
	NM_214041.1
	S
AS
	GCCTACATGACGATGAAGATGA
TGAAAGTCTCCAATTTGTATCCTAGAGT
	112
	96.549
	0.996
	-

	INFG
	Interferon-γ
	NM_213948.1
	S
AS
	TTTAATGCAAGTACCTCAGATGTACCTAA
CACTCTCCTCTTTCCAATTCTTCAA
	79
	93.713
	0.998
	-

	TNFA
	Tumor necrosis factor-α
	EU682384.1
	S
AS
	CAGCTGGAGAAGGATGATCGA
CCAGATTCAGCAAAGTCCAGATAG
	71
	100.601
	0.996
	-

	TGFB1
	Transforming growth factor-β 1
	NM_214015.1
	S
AS
	ATCTCGCCCATCTCGGTTT
AAGTTGAGGCTCTCAGGGAGAA
	100
	98.770
	0.995
	-

	TLR2
	Toll-like receptor 2
	NM_213761.1
	S
AS
	AATAAGTTGAAGACGCTCCCAGAT
GTTGCTCCTTAGAGAAAGTATTGATCGT
	97
	93.128
	0.995
	-

	TLR4
	Toll-like receptor 4
	AB188301.2
	S
AS
	TGTGGCCATCGCTGCTAAC
GGTCTGGGCAATCTCATACTCA
	124
	95.412
	0.998
	-

	SGLT1
	Solute carrier family 5 (sodium/glucose cotransporter), member 1
	NM_001164021.1
	S
AS
	TGTCTTCCTCATGGTGCCAA
AGGAGGGTCTCAGGCCAAA
	149
	101.720
	0.997
	-

	GLUT2
	Solute carrier family 2 (facilitated glucose transporter), member 2
	NM_001097417.1
	S
AS
	TACGGCATCTGCTAGCCTCAT
CCACCAATTGCAAAGATGGAC
	66
	91.230
	0.998
	-

	SMCT
	Sodium-coupled monocarboxylate transporter
	XM_003122908.1
	S
AS
	AGGTCTACCGCTTTGGAGCAT
GAGCTCTGATGTGAAGATGATGACA
	77
	96.238
	0.997
	-

	MCT1
	Monocarboxylate transporter 1
	AM286425.1
	S
AS
	GGTGGAGGTCCTATCAGCAG
AAGCAGCCGCCAATAATCAT
	74
	94.435
	0.998
	-

	ACTB
	β-actin
	XM_003357928.1
	S
AS
	GGGCATCCTGACCCTCAAG
TGTAGAAGGTGTGATGCCAGATCT
	89
	95.352
	0.998
	2

	GAPDH
	Glyceraldehyde 3-phosphate dehydrogenase 
	NM_001206359.1
	S
AS
	GGCGTGAACCATGAGAAGTATG
GGTGCAGGAGGCATTGCT
	60
	98.349
	0.998
	2

	OAZ1
	Ornithine decarboxylase antizyme 1
	NM_001122994.1
	S
AS
	TCGGCTGAATGTAACAGAGGAA
GAGCCTGGATTGGACGTTTAAA
	70
	99.026
	0.999
	2

	HPRT
	Hypoxanthine phosphoribosyltransferase
	NM_001032376.2
	S
AS
	AGAAAAGTAAGCAGTCAGTTTCATATCAGT
ATCTGAACAAGAGAGAAAATACAGTCAATAG
	131
	99.855
	0.997
	2

	B2M
	β-2 microglobulin
	NM_213978.1
	S
AS
	CCCCCGAAGGTTCAGGTT
GCAGTTCAGGTAATTTGGCTTTC
	66
	103.532
	0.998
	2


S = sense primer ; AS = anti-sense primer
*National Center for Biotechnology Information (NCBI) Entrez Gene (http://www.ncbi.nlm.nih.gov/sites/entrez?db=gene
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Supplementary Table 2. Comparison of mucosal expression of genes at different gut sites in weaned pigs.
	Relative expression (fold change)
	Jejunum
	Colon
	SEM
	P-value

	ZO1
	2.50
	1.41
	0.192
	<0.001

	OCLN
	0.90
	1.13
	0.069
	<0.001

	SGLT1
	7.94
	1.11
	0.539
	<0.001

	GLUT2
	1.04
	0.12
	0.061
	<0.001

	MCT1
	1.44
	0.87
	0.156
	0.025

	SMCT
	1.20
	0.24
	0.099
	<0.001

	IL1B
	0.92
	3.96
	0.356
	<0.001

	IL6
	0.51
	1.98
	0.150
	<0.001

	IL10
	2.33
	1.64
	0.156
	0.006

	INFG
	3.93
	0.004
	0.421
	<0.001

	TNFA
	1.48
	1.93
	0.155
	0.054

	TGFB1
	0.93
	1.46
	0.126
	0.011

	TLR2
	1.42
	1.36
	0.207
	0.850

	TLR4
	1.92
	1.50
	0.146
	0.035



