Supplementary Table 1.  Primer sets for bacterial 16S or 23S rRNA gene used in this study
	Target
	Strain for

standards
	Primers
	Sequences (5’-3’)
	Annealing temperature (°C)
	Reference

	Bifidobacterium. breve
	B. breve M-16V
	BiBRE-1
BiBRE-2
	CCGGATGCTCCATCACAC
ACAAAGTGCCTTGCTCCCT
	55
	1

	B. longum ssp. longum
	B. longum JCM1217T
	BiLON-1
BiLON-2
	TTCCAGTTGATCGCATGGTC
GGGAAGCCGTATCTCTACGA
	55
	1

	Enterobacteriaceaea
	E. coli JCM1649T
	En-lsu3F
En-lsu3’R
	TGCCGTAACTTCGGGAGAAGGCA
TCAAGGCTCAATGTTCAGTGTC
	60
	2

	Staphylococcus
	S. aureus JCM20624T
	STPYF
STPYF2
	ACGGTCTTGCTGTCACTTATA
TACACATATGTTCTTCCCTAATAA
	60
	2

	Clostridium perfringens
	C. perfringens ATCC13124T
	s-Clper-F
ClPER-R
	GGGGGTTTCAACACCTCC
GCAAGGGATGTCAAGTGT
	60
	3

	Parabacteroides distasonis
	P. distasonis JCM5825T
	P.disF
P.disR
	TCCCGCATGGGAATATTTGC
CGTAGGAGTTTGGTCCGTGT
	60
	This study

	Bacteroidetes
	P. distasonis JCM5825T
	Bact934F
Bact1060R
	GGARCATGTGGTTTAATTCGATGAT
AGCTGACGACAACCATGCAG
	60
	4

	Firmicutes
	S. aureus JCM20624T
	Firm934F
Firm1060R
	GGAGYATGTGGTTTAATTCGAAGCA
AGCTGACGACAACCATGCAC
	60
	4

	Lactobacillus
	L. gasseri
JCM1131T
	F-Lacto

R-Lacto
	GAGGCAGCAGTAGGGAATCTTC
GGCCAGTTACTACCTCTATCCTTCTTC
	60
	5

	All bacteria
	E. coli JCM1649T
	Eub338F
Eub518R
	ACTCCTACGGGAGGCAGCAG
ATTACCGCGGCTGCTGG
	60
	4


PCRs were carried out as follows: 40 cycles of denaturation (95 °C for 3 s) and annealing-extension (20–30 s for B. breve and B. longum and 30 s for others).
aEn-lsu3F and En-lsu3’R target 23S rRNA gene. Other primers target 16S rRNA gene. 

Supplementary Table 2.  Primer sets for real-time RT-PCR
	Target
	
	Sequences
	Reference

	Actb
	Fw
Rv
	CATCCGTAAAGACCTCTATGCCAAC
ATGGAGCCACCGATCCACA
	MA050368a

	G6pc
	Fw
Rv
	GTGCAGCTGAACGTCTGTCTGTC
TCCGGAGGCTGGCATTGTA
	MA059960a

	Pck1
	Fw
Rv
	GTGTTTGTAGGAAGCAGCCATGAGA
GCCAGTGGGCCAGGTATTTG
	MA052029a

	Acadm
	Fw
Rv
	TGATGTGGCGGCCATTAAGA
GGGTTAGAACGTGCCAACAAGAA
	MA078709a

	Acadl
	Fw
Rv
	GGACTCCGGTTCTGCTTCCA
TGCAATCGGGTACTCCCACA
	MA000026a

	T-bet
	Fw
Rv
	CCACCTGTTGTGGTCCAAGTT
TCGCCGTCCTTGCTTAGTG
	This study

	Gata3
	Fw
Rv
	AGAACCGGCCCCTTATCAA
CTCTCCTTGCTGCCGACAG
	This study

	Rorc
	Fw
Rv
	AGCAGTGTAATGTGGCCTAC
GCACTTCTGCATGTAGACTG
	6

	Foxp3
	Fw
Rv
	ACTCGCATGTTCGCCTACTTCAGA
TGGCTCCTCTTCTTGCGAAACTCA
	7

	Tlr2
	Fw
Rv
	GGAGCATCCGAATTGCATCAC
TTATGGCCACCAAGATCCAGAAG
	MA084485a

	Tlr4
	Fw
Rv
	TTCAGAACTTCAGTGGCTGGATTTA
GTCTCCACAGCCACCAGATTCTC
	MA106308a

	Gcg
	Fw
Rv
	AGGGACCTTTACCAGTGATGT
AATGGCGACTTCTTCTGGGAA
	8

	Pyy
	Fw
Rv
	CCTACCCTGCCAAACCAG
GGACATCTCTTTTTCCATACCG
	9


PCRs were carried out as follows: 40 cycles of denaturation (95 °C for 3 s) and annealing-extension (60 °C for 30 s).
aCatalog numbers in the Perfect Real Time Support System (Takara Bio Inc., Otsu, Japan). 
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