[bookmark: _GoBack]Supplementary Table S1. PCR primers used in this study

	Target
	Primer
	Oligonucleotide sequence (5’-3’)
	Amplicon size (bp)
	Reference

	eae
	eae-F
	CAGGATCGCCTTTTTTATACG
	479
	[1]a

	
	eae-R
	CTCTGCAGATTAACCTCTGC
	
	

	eae
	cesT-F9
	TCAGGGAATAACATTAGAAA
	1670
	[2]b

	
	eae-R3
	TCTTGTGCGCTTTGGCTT
	
	

	eae
	eae-F1
	ACTCCGATTCCTCTGGTGAC
	1800~2100
	[2]c

	
	escD-R1
	GTATCAACATCTCCCGCCCA
	
	

	eae
	1669–1688
	CAGGTTGGGGTAACGGACTT
	
	[3]d

	lysP
	107F
	GGGCGCTGCTTTCATATATTCTT
	252
	[4, 5]

	
	358R
	TCCAGATCCAACCGGGAGTATCAGGA
	
	

	mdh
	50F
	CTGGAAGGCGCAGATGTGGTACTGATT
	115
	[4, 5]

	
	164R
	CTTGCTGAACCAGATTCTTCACAATACCG
	
	

	clpX
	28F
	TGGGCTCGAGTTGGGCA
	384
	[4, 5]

	
	411R
	TCCTGCTGCGGATGTTTACG
	
	

	16S rDNA
	27F
	AGAGTTTGATCMTGGCTCAG
	1506
	[6]

	
	1492R
	TACGGYTACCTTGTTACGACTT
	
	

	stx1
	F
	CTGGATTTAATGTCGCATAGTG
	150
	[7]

	
	R
	AGAACGCCCACTGAGATCATC
	
	

	stx2
	F
	GGCACTGTCTGAAACTGCTCC
	255
	[7]

	
	R
	TCGCCAGTTATCTGACATTCTG
	
	

	stx2f
	128-1
	AGATTGGGCGTCATTCACTGGTTG
	428
	[8]

	
	128-2
	TACTTTAATGGCCGCCCTGTCTCC
	
	

	ipaH
	F
	GTTCCTTGACCGCCTTTCCGATACCGTC
	619
	[7]

	
	R
	GCCGGTCAGCCACCCTCTGAGAGTAC
	
	

	aggR
	F
	CGAAAAAGAGATTATAAAAATTAAC
	100
	[7]

	
	R
	GCTTCCTTCTTTTGTGTAT
	
	

	elt
	F
	TCTCTATGTGCATACGGAGC
	322
	[7]

	
	R
	CCATACTGATTGCCGCAAT
	
	

	estIa
	F
	TTTCCCCTCTTTTAGTCAGTCAA
	159
	[7]

	estIb
	F
	TGCTAAACCAGTAGAGTCTTCAAAA
	138
	[7]

	est
	R
	GCAGGATTACAACACAATTCACAGCAG
	
	

	daaD
	F
	TGAACGGGAGTATAAGGAAGATG
	444
	[7]

	
	R
	GTCCGCCATCACATCAAAA
	
	

	cdtB I/IV
	CDT-s2
	GAAAATAAATGGAACACACATGTCCG
	466
	[9]

	
	CDT-as2
	AAATCTCCTGCAATCATCCAGTTA
	
	

	cdtB II/III/V
	CDT-s1
	GAAAGTAAATGGAATATAAATGTCCG
	466
	[9]

	
	CDT-as1
	AAATCACCAAGAATCATCCAGTTA
	
	


a Primers used for the PCR detection of eae.
b Primers used for amplifying and sequencing the 5 half of the entire eae.
c Primers used for amplifying and sequencing the 3 half of the entire eae.
d Primer used for fully sequencing the 3 half of the eae.
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