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Supplementary Table 1. Primers used for quantitative PCR (qPCR), including target genes, sequences and amplicon sizes (degenerate bases follow IUPAC nomenclature).
	Microorganism
	Gene
	Sequence
	Product (bp)
	Reference

	Salmonella sp.
	bipA
	F: 5'-GGTCTGCTGTACTCCACCTTCAG-3'
	86
	Moraes et al. (2016)

	
	
	R: 5'-TTGGAGATCAGTACGCCGTTCT-3'
	
	

	Escherichia coli
	uidA
	F: 5'-GTCCAAAGCGGCGATTTG-3'
	59
	Kacprzak et al. (2015)

	
	
	R: 5'-GAGGCCAGAAGTTCTTTTTCCA-3'
	
	

	Enterobacter cloacae
	CIII
	F: 5'-CTGCGTCAGATCGTGTCCAA-3'
	90
	Ohad et al. (2014)

	
	
	R: 5'-CGTTGTAACCGTAGTTACCTTCACC-3'
	
	

	Klebsiella sp.
	kp4432
	F: 5'-CGGCATCGTATGGGTCAAT-3'
	128
	Patole et al. (2021)

	
	
	R: 5'-CCGACTTCAGCTCCGTATAATC-3'
	
	

	Proteus vulgaris
	blaB
	F: 5'-TCGTAAAGAGCCTGAATTAA-3'
	229
	Yang et al. (2020)

	
	
	R: 5'-ATCACCACTACCGGTTTTATC-3'
	
	

	Shigella sp.
	ipaH
	F: 5'-GCTGACCGGCTGAAAGCATC-3'
	131
	This study

	
	
	R: 5'-AATCGCAGGGCCAGTACCTC-3'
	
	

	Vibrio cholerae
	viuB
	F: 5'-TCGGTATTGTCTAACGGTAT-3'
	77
	Nasreen et al. (2020)

	
	
	R: 5'-CGATTCGTGAGGGTGATA-3'
	
	

	V. cholerae (toxigenic)
	ctxA
	F: 5'-CAGGTGGTCTTATGCCAAG-3'
	106
	

	
	
	R: 5'-CTAACAAATCCCGTCTGAGTT-3'
	
	

	V. cholerae (O1)
	rfbO1
	F: 5'-GTAAAGCAGGATGGAAACATATTC-3'
	113
	

	
	
	R: 5'-TGGGCTTACAAACTCAAGTAAG-3'
	
	

	V. vulnificus
	vvhA
	F: 5'-TGTTTATGGTGAGAACGGTGACA-3'
	100
	Garrido-Maestu et al. (2014)

	
	
	R: 5'-TTCTTTATCTAGGCCCCAAACTTG-3'
	
	

	V. parahaemolyticus
	tlh
	F: 5'-ACTCAACACAAGAAGAGATCGACAA-3'
	208
	Garrido-Maestu et al. (2014)

	
	
	R: 5'-GATGAGCGGTTGATGTCCAA-3'
	
	

	V. metoecus
	mcp
	F: 5'-GCAGTCTCTTGCCGAAACACTA-3'
	81
	Nasreen et al. (2020)

	
	
	R: 5'-ATGAACAGCTTATCTTGCCATTC-3'
	
	

	Clostridium tetani
	tenT
	F: 5'-ATGCGCCATCGTATACTAAC-3'
	187
	Guo et al. (2022)

	
	
	R: 5'-CCATCTTTCGGATAACCTACA-3'
	
	

	C. botulinun type A
	BoNTA
	F: 5'-CGAAATGGTTATGGCTCTACTCAA-3'
	107
	Johnson et al (2014)



	
	
	R: 5'-TTGCCTGCACCTAAAAGAGGAT-3'
	
	

	C. botulinun type B
	BoNTB
	F: 5'- GATTATAAATGGTATACCTTATCTTGGAGATAGAC-3'
	117
	

	
	
	R: 5'-CGCTCCACTTCTCCTGGATTAC -3'
	
	

	C. botulinun type C
	BoNTC
	F: 5'- TGGTGCATTTGTGATTTATAGTAAGGT-3'
	110
	

	
	
	R: 5'-CACGTTCCYATCATCCATTCATATG -3'
	
	

	C. perfringens
	gyrB
	F: 5'-GGAAACAGTCTTATAAAAGAGGGGC-3'
	82
	Magdesian et al. (2022)

	
	
	R: 5'-TGAACTTTAGTTCCACTACCTTCAGC-3'
	
	





Supplementary Table 2. Primers used for species-specific conventional PCR identification based on the results obtained by 16S rRNA Sanger sequencing. Target genes, amplicon sizes and melting temperature (Tm) are also shown.
	Microorganism
	Gene
	Sequence
	Product (bp)
	Tm (ºC)
	Reference

	Aeromonas caviae
	gyrB
	F: 5'-TGCTGCTGACCATCCGC-3'
	79
	67
	Persson et al. (2015)

	
	
	R: 5'-GGTGCCTGCGGCTCG-3'
	
	
	

	A. hydrophila
	gyrB
	AGTCTGCCGCCAGTGGC-3
	144
	
	

	
	
	R: 5'-CRCCCATCGCCTGTTCG-3'
	
	
	

	A. media
	gyrB
	F: 5'-GGCCAAGCGTCTGCGT-3'
	99
	
	

	
	
	R: 5'-CGCCCTCGTAGCAGAAGTGA-3'
	
	
	

	A. veronii
	rpoB
	F: 5'-CGTGCCGGCTTTGAAGTC-3'
	224
	
	

	
	
	R: 5'-GATCACGTACTTGCCTTCTTCAATA-3'
	
	
	

	Escherichia coli
	cdgR
	F: 5'-CCAGGCAAAGAGTTTATGTTGA-3'
	212
	57
	Lindsey et al. (2017)

	
	
	R: 5'-GCTATTTCCTGCCGATAAGAGA-3'
	
	
	

	E. albertii
	EAKF1_ch4033
	F: 5'-GTAAATAATGCTGGTCAGACGTTA-3'
	393
	
	

	
	
	R: 5'-AGTGTAGAGTATATTGGCAACTTC-3'
	
	
	

	E. fergusonii
	EFER_0790
	F: 5'-AGATTCACGTAAGCTGTTACCTT-3'
	575
	
	

	
	
	R: 5'-CGTCTGATGAAAGATTTGGGAAG-3'
	
	
	

	E. coli (enteroadherent)
	astA
	F: 5'-TATATCCGAAGGCCCGCATCCAG-3'
	100
	
	Ohmura-Hoshino et al. (2022)


	
	
	R: 5'-CAGGTCGCGAGTGACGGCTTTG-3'
	
	
	

	
	aggT
	F: 5'-GCCTAAAGGATGCCCTGATG-3'
	407
	
	

	
	
	R: 5'-TGCTGCTTTGCTCATTCTTG-3'
	
	
	

	E. coli (enterohaemorrhagic)
	stx1
	F: 5'-AGAGGGATAGATCCAGAGGAAGGG-3'
	693
	
	

	
	
	R: 5'-AATTGCCCCCAGAGTGGATG-3'
	
	
	

	
	stx2
	F: 5'-GTATACGGACAGAGATATCGACCCC-3'
	794
	
	

	
	
	R: 5'-CGCTGCAGCTGTATTACTTTCCC-3'
	
	
	

	E. coli (enteroinvasive)
	ipaH
	F: 5'-CTTTCCGATACCGTCTCTGC-3'
	596
	
	

	
	
	R: 5'-CACCCTCTGAGAGTACTCATTCTCC-3'
	
	
	

	
	invE
	F: 5'-GAAATTCTGGATGGCACTCGTAGAAG-3'
	235
	
	

	
	
	R: 5'-CTTTCGCGCGAGACAGATTCTCTT-3'
	
	
	

	E. coli (enteropaghotenic)
	bfpA
	F: 5'-CTACCAGTCTGCGTCTGATTCC-3'
	326
	
	

	
	
	R: 5'-CGTAGCCTTTCGCTGAAGTACC-3'
	
	
	

	
	eaeA
	F: 5'-CTTCAGTCGCGATCTCTGAACG-3'
	1001
	
	

	
	
	R: 5'-GGTAGTCTTGTGCGCTTTGGCT-3'
	
	
	

	E. coli (enterotoxigenic)
	elt
	F: 5'-TATACCGTGCTGACTCTAGACCCC-3'
	494
	
	

	
	
	R: 5'-CGGTGGGAAACCTGCTAATC-3'
	
	
	

	
	sth
	F: 5'-CTTTCTGTATTGTCTTTTTCACCTTTC-3'
	172
	
	

	
	
	R: 5'-GCAGGATTACAACACAATTCACAGC-3'
	
	
	

	Enterobacter cloacae
	ECL_01098
	F: 5'-TGAAAACCTTATCCGCGA-3'
	397
	57
	Ji et al. (2021)

	
	
	R: 5'-GGCAGGCTGGAAGATAAA-3'
	
	
	

	E. hormaechei
	pqqB (LI64_09975)
	F: 5'-AACTGTCAGGGTTTGCGC-3'
	487
	
	

	
	
	R: 5'-CAAACAGCGCCACGTTAT-3'
	
	
	

	E. roggenkampii
	EGY04_15785
	F: 5'-ATCAGCATCGGGATCGGT-3'
	1132
	
	

	
	
	R: 5'-GCTTTTGAACAAACTCAGCATA-3'
	
	
	

	E. kobei
	gspE (BFV64_21570)
	F: 5'-GGCATTGCCTTACAAGGAG-3'
	1403
	
	

	
	
	R: 5'-GTCACCCGCAGAATTTCT-3'
	
	
	

	Shigella spp.
	NC_004337: 559294-559452

	F: 5'-TCCGTCATGCTGGATGAACGATGT-3'
	159
	60
	Ranjbar et al. (2014)

	
	
	R: 5'-ACAGTTCAGGATTGCCCGAGACACA-3'
	
	
	

	S. boydii
	NC_007613: 130607-1360854

	F: 5'-TCTGATGTCACTCTTTGCGAGT-3'
	248
	
	

	
	
	R: 5'-GAATCCGGTACCCGTAAGGT-3'
	
	
	

	S. sonnei
	NC_007384: 1665725-1666227

	F: 5'-AATGCCGTAAGGAATGCAAG-3'
	503
	
	

	
	
	R: 5'-CTTGAAGGAGATTCGCTGCT-3'
	
	
	

	S. flexneri
	NC_004337: 1412593-1412906
	F: 5'-ACCGGTTATGAACCCTCCAT-3'
	314
	
	

	
	
	R: 5'-TGGTGCTTGTTGAGCAACTC-3'
	
	
	





Supplementary Table 3. Antibiotic disks and concentrations used in antimicrobial susceptibility testing. 
	Antibiotic
	Concentration (µg)
	Manufacturer

	Amoxicillin/Clavulanic acid
	20/10
	BD BBL Sensi-Disc, BD (USA)

	Aztreonam
	30
	Oxoid (UK)

	Cefoxitin
	30
	Oxoid (UK)

	Ceftazidime
	30
	Liofilchem (Italy)

	Ciprofloxacin
	5
	BD BBL Sensi-Disc, BD (USA)

	Ertapenem
	10
	Oxoid (UK)

	Netilmicin
	30
	Oxoid (UK)

	Piperacillin
	100
	Oxoid (UK)

	Sulfamethoxazole/Trimethoprim
	25
	Oxoid (UK)





Supplementary Table 4. BLAST-based identification of bacterial isolates based on partial 16S rRNA gene sequencing. Results of partial 16S rRNA gene sequencing are displayed, detailing the identification achieved through BLAST analysis and the corresponding percentage of sequence identity (hit).
	Isolate
	Genus
	Specie(s)
	Subject accession
	% identify
	E-value

	1
	Citrobacter
	pasteurii
	NR_178769.1
	>99.07
	0.00

	
	
	braakii
	NR_117750.1
	
	

	
	
	freundii
	NR_117752.1
	
	

	2
	Pseudomonas
	kurunegalensis
	NR_178288.1
	>99.90
	0.00

	
	
	laurentiana
	NR_179898.1
	
	

	
	
	vlassakiae
	NR_178289.1
	
	

	3
	Pseudomonas
	promysalinigenes
	NR_178291.1
	>99.40
	0.00

	
	
	kurunegalensis
	NR_178288.1
	
	

	
	
	fortuita
	NR_197682.1
	
	

	4
	Aeromonas
	media
	NR_036911.2
	>99.70
	0.00

	
	
	hydrophila
	NR_118944.1
	
	

	5
	Aeromonas
	intestinalis
	NR_179576.1
	>98.31
	0.00

	
	
	caviae
	NR_104824.1
	
	

	
	
	veronii
	NR_118947.1
	
	

	6
	Aeromonas
	rivipollensis
	NR_144574.1
	>99.30
	0.00

	
	
	taiwanensis
	NR_116585.1
	
	

	
	
	hydriphila
	NR_042518.1
	
	

	
	
	dhakensis
	NR_042155.1
	
	

	7
	Shigella
	flexneri
	NR_026331.1
	>99.70
	0.00

	
	Shigella
	sonnei
	NR_104826.1
	
	

	
	Escherichia
	fergusonii
	NR_027549.1
	
	

	
	Escherichia
	coli
	NR_074902.1
	
	

	8
	Shigella
	sonnei
	NR_104826.1
	>99.40
	0.00

	
	Shigella
	boydii
	NR_104901.1S
	
	

	
	Shigella
	flexneri
	NR_026331.1
	
	

	
	Escherichia
	fergusonii
	NR_027549.1
	
	

	9
	Citrobacter
	freundii
	NR_113340.1
	99.70
	0.00

	10
	Aeromonas
	media
	NR_036911.2
	>99.70
	0.00

	
	
	hydrophila
	NR_074841.1
	
	

	11
	Aeromonas
	media
	NR_036911.2
	>99.80
	0.00

	
	
	hydrophila
	NR_118944.1
	
	

	12
	Pseudomonas
	laurentiana
	NR_179898.1
	>99.80
	0.00

	
	
	vlassakiae
	NR_178289.1
	
	

	
	
	promysalinigenes
	NR_178291.1
	
	

	
	
	monteilii
	NR_114224.1
	
	

	13
	Pseudomonas
	glycinis
	NR_181729.1
	>99.48
	0.00

	
	
	koreensis
	NR_025228.1
	
	

	
	
	reinekei
	NR_042541.1
	
	

	
	
	moraviensis
	NR_043314.1
	
	

	14
	Stutzerimonas
	chloritidismutans
	NR_115115.1
	>99.29
	0.00

	
	Pseudomonas
	knackmussii
	NR_117756.1
	
	

	
	Stutzerimonas
	kunmingensis
	NR_133828.1
	
	

	
	Stutzerimonas
	xanthomarina
	NR_041044.1
	
	

	15
	Citrobacter
	pasteurii
	NR_178769.1
	>99.01
	0.00

	
	
	gillenii
	NR_041697.1
	
	

	
	
	braakii
	NR_117750.1
	
	

	
	
	freundii
	NR_113340.1
	
	

	16
	Aeromonas
	enteropelogenes
	NR_116026.1
	>99.70
	0.00

	
	
	hydrophila
	NR_119190.1
	
	

	
	
	taiwanensis
	NR_116585.1
	
	

	
	
	caviae
	NR_029252.1
	
	

	17
	Acinetobacter
	junii
	NR_117623.1
	>98.50
	0.00

	
	
	modestus
	NR_148845.1
	
	

	
	
	plantarum
	NR_178762.1
	
	

	18
	Enterobacter
	bugadensis
	NR_148649.1
	>99.64
	0.00

	
	
	asburiae
	NR_024640.1
	
	

	
	
	cloacae
	NR_118568.1
	
	

	19
	Acinetobacter
	junii
	NR_117623.1
	>98.52
	0.00

	
	
	modestus
	NR_148845.1
	
	

	
	
	plantarum
	NR_178762.1
	
	

	20
	Escherichia
	fergusonii
	NR_074902.1
	>98.90
	0.00

	
	Shigella
	boydii
	NR_104901.1
	
	

	
	Shigella
	flexneri
	NR_026331.1
	
	

	
	Escherichia
	coli
	NR_114042.1
	
	

	21
	Escherichia
	fergusonii
	NR_074902.1
	>99.40
	0.00

	
	Shigella
	flexneri
	NR_026331.1
	
	

	
	Escherichia
	coli
	NR_114042.1
	
	

	
	Escherichia
	fergusonii
	NR_027549.1
	
	

	
	Shigella
	sonnei
	NR_104826.1
	
	

	22
	Citrobacter
	freundii
	NR_113340.1
	>99.50
	0.00

	
	
	braakii
	NR_028687.1
	
	

	
	
	murliniae
	NR_028688.1
	
	

	23
	Enterobacter
	quasihormaechei
	NR_180451.1
	>99.90
	0.00

	
	
	hormaechei
	NR_126208.1
	
	

	
	
	cloacae
	NR_118568.1
	
	

	24
	Citrobacter
	braakii
	NR_028687.1
	>99.18
	0.00

	
	
	freundii
	NR_117752.1
	
	

	25
	Citrobacter
	freundii
	NR_113340.1
	>99.50
	0.00

	
	
	braakii
	NR_113596.1
	
	

	
	
	murliniae
	NR_028688.1
	
	

	26
	Shigella
	flexneri
	NR_026331.1
	>99.30
	0.00

	
	Shigella
	sonnei
	NR_104826.1
	
	

	
	Escherichia
	fergusonii
	NR_027549.1
	
	

	
	Escherichia
	fergusonii
	NR_074902.1
	
	

	27
	Escherichia
	fergusonii
	NR_074902.1
	>98.82
	0.00

	
	Shigella
	flexnerii
	NR_026331.1
	
	

	
	Escherichia
	coli
	NR_114042.1
	
	

	28
	Aeromonas
	allosaccharophila
	NR_025945.2
	>99.20
	0.00

	
	
	veronii
	NR_118947.1
	
	

	
	
	rivuli
	NR_119045.1
	
	

	29
	Pseudomonas
	promysalinigenes
	NR_178291.1
	99.40
	0.00

	
	
	kurunegalensis
	NR_178288.1
	
	

	
	
	fortuita
	NR_197682.1
	
	

	30
	Stutzerimonas
	chloritidismutans
	NR_115115.1
	>99.19
	0.00

	
	Pseudomonas
	knackmussii
	NR_117756.1
	
	

	
	Stutzerimonas
	kunmingensis
	NR_133828.1
	
	

	
	Stutzerimonas
	xanthomarina
	NR_041044.1
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