Table S1. PCR target genes of Gram-negative bacteria.
	Pathogens
	Target gene
	Primer Sequence (5ʹ–3ʹ)
	Size (bp)

	EHEC
	stx1
	CGTCTTTACTGATGATTGATAGTGGC
	637

	
	
	CGCGATGCATGATGATGAC
	

	
	stx2
	TACCACTCTGCAACGTGTCG
	297

	
	
	CGATACTCCGGAAGCACATT
	

	EPEC
	eaeA
	CGGCGATTACGCGAAAGA
	248

	
	
	CCTAAATTTGCCGTAAAGCGG
	

	
	bfpA
	AGAATGCTATTTCAGAAGTAATGAGCG
	400

	
	
	TTACATGCAGTTGCCGCTTC
	

	ETEC
	lt
	GTACTTCGATAGAGGAACTCAAATGAATAT
	530

	
	
	ATTCTGGGTCTCCTCATTACAAGTATC
	

	
	st
	TTCGCTCAGGATGCTAAACCA
	167

	
	
	TTAATAGCACCCGGTACAAGCAGG
	

	EAEC
	aggR
	TTAAAATAAGTCAARAATTGTTTTGGTGTTA
	715

	
	
	ATTATAAAAATTAACAATATCAGAATACATCAGTACAC
	

	EIEC
	ipaH
	CCTTTTCCGCGTTCCTTGA
	104

	
	
	CAGCAGCAACAGCGAAAGAC
	

	Vibrio parahaemolyticus
	tlh
	AGCTTGTCTGATACAGGCAACATC

GAGTTGCTGTTGTTGGGTGCGTG
	739

773

	Campylobacter jejuni
	DNA fragment library*
	CATCTTCCCTAGTCAAGCCT

AAGATATGGCACTAGCAAGAC
	

	Campylobacter coli
	DNA fragment library*
	AGGCAAGGGAGCCTTTAATC

TATCCCTATCTACAAATTCGC
	364

	Shigella spp.
	ipaH
	GTTCCTTGACCGCCTTTCCGTTACCGTC

GCCGGTCAGCCACCCTCTGAGAGTAC
	619


* From World Health Organization Laboratory Protocols.

EAEC = Enteroaggregative Escherichia coli; EHEC = Enterohaemorrhagic E. coli; EIEC = Enteroinvasive E. coli; EPEC = Enteropathogenic E. coli; ETEC = Enterotoxigenic E. coli.

	Table S2. PCR target genes of Gram-positive bacteria.
Pathogens
	Target genes
	Primer sequences (5ʹ–3ʹ)
	Size (bp)

	Staphylococcus aureus
	sea
	GGTTATCAATGTGCGGGTGG

GCCATAAATTGATCGGCACT
	113

	
	seb
	TGTTCGGGTATTTGAAGATGG

CCGTTTCATAAGGCGAGTTG
	155

	
	sec
	GGAGGAATAACAAAACATGAAGG

TCCTGTTTCATATGGTGAACTG
	216

	
	sed
	GAGGTGTCACTCCACACGAA

CGGGAAAATCACCCTTAACA
	294

	
	see
	GCATGTATGTACGGGGGTGT

CAAATCAATATGGAGGTTCTCTGA
	372

	
	seg
	ACGTCTCCACCTGTTGAAGG

TCCAGATTCAAATGCAGAACC
	450

	
	seh
	CGAAAGCAGAAGATTTACACGA

TCTAGGAGTTTTCATATCAAATTCAA
	524

	
	sei
	AGGTGATATTGGTGTAGGTAAC

CATATGATATTTCGACATCAAGATG
	641

	
	sej
	CATGTATGTATGGTGGAGTAACAC

GGAACAACAGTTCTGATGCTATCAATC
	103

	
	sek
	ATGGCGGAGTCACAGCTACT

GACATCAATCTCTTGAGCGGTA
	146

	
	sel
	AAAAATGGTTACCGCACAAGA

GCTTTCTGGAAGACCGTATCC
	220

	
	sem
	GCTGATGTCGGAGTTTTGAA

TGATGTTCTCCATTAACCCAAA
	317

	
	sen
	CTTATGAGATTGTTCTACATAGCTG

CTCCTCCGTATAAGCATGATGT
	390

	
	seo
	GCATATGCAAATGAAGAAGATCC

TTGTGCAGTAACTTTCTTTTTATCTG
	468

	
	sep
	CTGAATTGCAGGGAACTGCT

ACCAACCGAATCACCAGAAG
	538

	
	seq
	CACTGTTAGCTTGTTTTTCTTCACA

TGACCAGTTCCGGTGTAAAA
	609

	Bacillus cereus
	hblC
	CCTATCAATACTCTCGCAACACCAAT

TTTTCTTGATTCGTCATAGCCATTTCT
	386

	
	nheA
	ATTACAGGGTTATTGGTTACAGCAGT

AATCTTGCTCCATACTCTCTTGGATGCT
	475

	
	entFM
	CAAAGACTTCGTAACAAAAGGTGGT

TGTTTACTCCGCCTTTTACAAACTT
	290

	
	CytK2
	CAATCCCTGGCGCTAGTGCA

GTGTAGCCTGGACGAAGTTGG
	585

	
	bceT
	AGCTTGGAGCGGAGCAGACTATGT

GTATTTCTTTCCCGCTTGCCTTTT
	701

	
	CER
	ATCATAAAGGTGCGAACAAGA

AAGATCAACCGAATGCAACTG
	188

	Clostridium perfringens
	cpa
	TGCATGAGCTTCAATTAGGT

TTAGTTTTGCAACCTGCTGT
	400

	
	cpe
	TTCAGTTGGATTTACTTCTG

TGTCCAGTAGCTGTAATTGT
	485

	
	cpb2
	GCAGAATCAGGATTTTGACCA

CAAGCAATTGGGGGAGTTTA
	200


