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Supplementary Table 1: Raw data (TP, FP, FN, TN) for accuracy, sensitivity, and specificity calculations of different diagnostic methods
	Diagnostic methods
	Isolates number

	
	TP
	FP
	FN
	TN

	CT-SMAC
	7
	23
	1
	27

	ChromAgar
	8
	11
	0
	39

	O157:H7 (LATEX)
	8
	1
	0
	49

	Vitek 2
	8
	2
	0
	48

	RT-PCR
	8
	1
	0
	49

	CT-SMAC & Chrom agar
	7
	8
	1
	42

	ChromAgar & LATEX
	8
	1
	0
	49

	CT-SMAC & Chorm & LATEX
	8
	0
	0
	50



TP- True Positive, FP- False Positive, FN- False Negative, TN- True Negative




Supplementary Table 2: Oligonucleotide primers used for the detection of different resistance and virulence genes
	Class
	Target gene
	PCR Assay
	Primer name
	Nucleotide sequence (5′–3′)
	Primer concentration(pmol/µl)
	Annealing temp
	Amplicon size (bp)
	Reference

	
	
	
	

	Major ESBLs 
	blaTEM
	m-PCR I
	MultiTSO-T_for
	CATTTCCGTGTCGCCCTTATTC
	0.4
	60oC
	800
	(Dallenne et al., 2010)

	
	
	
	MultiTSO-T_rev
	CGTTCATCCATAGTTGCCTGAC
	0.4
	
	
	

	
	blaSHV
	
	MultiTSO-S_for
	AGCCGCTTGAGCAAATTAAAC
	0.4
	
	713
	

	
	
	
	MultiTSO-S_rev
	ATCCCGCAGATAAATCACCAC
	0.4
	
	
	

	
	blaOXA
	
	MultiTSO-O_for
	GGCACCAGATTCAACTTTCAAG
	0.4
	
	564
	

	
	
	
	MultiTSO-O_rev
	GACCCCAAGTTTCCTGTAAGTG
	0.4
	
	
	

	
	
	
	
	

	
	blaCTX-M-G1
	m-PCR II
	MultiCTXM1_for
	TTAGGAARTGTGCCGCTGYA
	0.4
	60oC
	688
	(Dallenne et al., 2010)

	
	
	
	MultiCTXM1_rev
	CGATATCGTTGGTGGTRCCAT
	0.2
	
	
	

	
	blaCTX-M-2
	
	MultiCTXM2_for
	CGTTAACGGCACGATGAC
	0.2
	
	404
	

	
	
	
	MultiCTXM2_rev
	CGATATCGTTGGTGGTRCCAT
	0.2
	
	
	

	
	blaCTX-M-G9
	
	MultiCTXM9_for
	TCAAGCCTGCCGATCTGGT
	0.4
	
	561
	

	
	
	
	MultiCTXM9_rev
	TGATTCTCGCCGCTGAAG
	0.4
	
	
	

	
	
	
	
	

	
	blaCTX-M-G8/25
	u-PCR I
	CTX-Mg8/25_for
	AACRCRCAGACGCTCTAC
	0.4
	60oC
	326
	(Dallenne et al., 2010)

	
	
	
	CTX-Mg8/25_rev
	TCGAGCCGGAASGTGTYAT
	0.4
	
	
	

	
	
	
	

	Minor ESBLs
	blaGES
	m-PCR III
	MultiGES_for 
	AGTCGGCTAGACCGGAAAG
	0.3
	60oC
	399
	(Dallenne et al., 2010)

	
	
	
	MultiGES_rev 
	TTTGTCCGTGCTCAGGAT
	0.3
	
	
	

	
	blaPER
	
	MultiPER_for 
	GCTCCGATAATGAAAGCGT
	0.3
	
	520
	

	
	
	
	MultiPER_rev 
	TTCGGCTTGACTCGGCTGA
	0.3
	
	
	

	
	blaVEB
	
	MultiVEB_for 
	CATTTCCCGATGCAAAGCGT
	0.3
	
	648
	

	
	
	
	MultiVEB_rev 
	CGAAGTTTCTTTGGACTCTG
	0.3
	
	
	

	
	
	
	
	

	
	blsOXA-48
	u-PCR II
	OXA-48_for 
	GCTTGATCGCCCTCGATT
	0.4
	57oC
	281
	(Dallenne et al., 2010)

	
	
	
	OXA-48_rev 
	GATTTGCTCCGTGGCCGAAA
	0.4
	
	
	

	
	
	
	

	AmpC 
-Lactamases
	blaACC
	
	MultiCaseACC_for
	CACCTCCAGCGACTTGTTAC
	0.2
	60oC
	346
	(Dallenne et al., 2010)

	
	
	m-PCR IV
	MultiCaseACC_rev
	GTTAGCCAGCATCACGATCC
	0.2
	
	
	

	
	blaFOX
	
	MultiCaseFOX_for
	CTACAGTGCGGGTGGTTT
	0.5
	
	162
	

	
	
	
	MultiCaseFOX_rev
	CTATTTGCGGCCAGGTGA
	0.5
	
	
	

	
	blaMOX
	
	MultiCaseMOX_for
	GCAACAACGACAATCCATCCT
	0.2
	
	895
	

	
	
	
	MultiCaseMOX_rev
	GGGATAGGCGTAACTCTCCCA
	0.2
	
	
	

	
	blaDHA
	
	MultiCaseDHA_for
	TGATGGCACAGCAGGATATTC
	0.5
	
	997
	

	
	
	
	MultiCaseDHA_rev
	GCTTTGACTCTTTCGGTATTCG
	0.5
	
	
	

	
	blaCIT
	
	MultiCaseCIT_for
	CGAAGAGGCAATGACCAGAC
	0.2
	
	538
	

	
	
	
	MultiCaseCIT_rev
	ACGGACAGGGTTAGGATAGY
	0.2
	
	
	

	
	blaEBC
	
	MultiCaseEBC_for
	CGGTAAAGCCGATGTTGCG
	0.2
	
	683
	

	
	
	
	MultiCaseEBC_rev
	AGCCTAACCCCTGATACA
	0.2
	
	
	

	
	
	
	

	Carbapenem-ases
	blaIMP
	
	MultiIMP_for
	TTGACACTCCATTTACDG
	0.5
	55oC
	139
	(Dallenne et al., 2010)

	
	
	m-PCR V
	MultiIMP_rev
	GATYGAGAATTAAGCCACYCT
	0.5
	
	
	

	
	blaVIM
	
	MultiVIM_for
	GATGGTGTTTGGTCGCATA
	0.5
	
	390
	

	
	
	
	MultiVIM_rev
	CGAATGCGCAGCACCAG
	0.5
	
	
	

	
	blaKPC
	
	MultiKPC_for
	CATTCAAGGGCTTTCTTGCTGC
	0.2
	
	538
	(Ellington et al., 2007)

	
	
	
	MultiKPC_rev
	ACGACGGCATAGTCATTTGC
	0.2
	
	
	

	
	
	
	

	Quinolone Resistance gene
	QnrA
	
	QnrAm-F
	AGAGGATTTCTCACGCCAGG
	0.2
	54oC
	580
	(Cattoir et al., 2007)

	
	
	m-PCR VI
	QnrAm-R
	TGCCAGGCACAGATCTTGAC
	0.2
	
	
	

	
	QnrB
	
	QnrBm-F
	GGMATHGAAATTCGCCACTG
	0.2
	
	264
	

	
	
	
	QnrBm-R
	TTTGCYGYYCGCCAGTCGAA
	0.2
	
	
	

	
	QnrS
	
	QnrSm-F
	GCAAGTTCATTGAACAGGGT
	0.2
	
	428
	

	
	
	
	QnrSm-R
	TCTAAACCGTCGAGTTCGGCG
	0.2
	
	
	

	
	
	
	

	Shiga Toxins
	Sxt1
	m-PCR VII
	stx1_F
	AGTTAATGTGGTGGCGAAGG
	0.25
	55oC
	347
	(Fujioka et al., 2013)

	
	
	
	stx1_R
	CACCAGACAATGTAACCGC
	0.25
	
	
	

	
	Sxt2
	
	stx2_F
	TTCGGTATCCTATTCCCGG
	0.2
	
	589
	

	
	
	
	stx2_R
	CGTCATCGTATACACAGGAG
	0.2
	
	
	

	
	
	
	

	Intimin
	Eae
	
	eae_F
	CCCGAATTCGGCACAAGCATAAGC
	0.25
	55oC
	881
	(Ramya Raghavan et al., 2017)

	
	
	u-PCR III
	eae_R
	CCCGGATCCGTCTCGCCAGTATTCG
	0.25
	
	
	


[bookmark: _Hlk198147098]u-PCR= uniplex/single PCR and m-PCR= multiplex PCR



Supplementary Table 3: Multiple Antibiotic Resistance Index of E. coli O157:H7 isolates. 
	Isolate
	AMR patterns
	No. of antibiotics tested
	No. of antibiotic resistant
	MARI

	KS-11
	0
	18
	0
	0.00

	FS-14
	CIP
	18
	1
	0.06

	KS-06
	CIP, NAL
	18
	2
	0.11

	PAS-15
	0
	18
	0
	0.00

	NS-29
	CTX, CIP, IPM,NAL, NIT
	18
	5
	0.28

	SSM-04
	CTX, CIP, DOX, LVX, STR, SXT
	18
	6
	0.33

	NS-49
	CFM, CRO, CHL, NAL, STR
	18
	5
	0.28

	NS-53
	FEP, CFM, CHL, CIP, LVX
	18
	5
	0.28


MARI- Multiple Antibiotic Resistance Index



Supplementary Table 4: Presence of AMR genes in the sequenced isolate.
	ARO Term
	Drug class
	Resistance mechanism
	% Identity of Matching Region
	% Length of Reference Sequence

	
	
	
	
	

	msbA
	nitroimidazole antibiotic
	antibiotic efflux
	100
	100

	Escherichia coli acrA
	fluoroquinolone antibiotic, cephalosporin, glycylcycline, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	100
	100

	emrR
	fluoroquinolone antibiotic
	antibiotic efflux
	100
	100

	emrB
	fluoroquinolone antibiotic
	antibiotic efflux
	100
	100

	bacA
	peptide antibiotic
	antibiotic target alteration
	100
	100

	AcrS
	fluoroquinolone antibiotic, cephalosporin, glycylcycline, cephamycin, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	100
	100

	marA
	fluoroquinolone antibiotic, monobactam, carbapenem, cephalosporin, glycylcycline, cephamycin, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, penem, disinfecting agents and antiseptics
	antibiotic efflux, reduced permeability to antibiotic
	100
	100

	cpxA
	aminoglycoside antibiotic, aminocoumarin antibiotic
	antibiotic efflux
	100
	100

	evgA
	macrolide antibiotic, fluoroquinolone antibiotic, penam, tetracycline antibiotic
	antibiotic efflux
	100
	100

	emrK
	tetracycline antibiotic
	antibiotic efflux
	100
	110.26

	eptA
	peptide antibiotic
	antibiotic target alteration
	100
	100

	H-NS
	macrolide antibiotic, fluoroquinolone antibiotic, cephalosporin, cephamycin, penam, tetracycline antibiotic
	antibiotic efflux
	100
	100

	CRP
	macrolide antibiotic, fluoroquinolone antibiotic, penam
	antibiotic efflux
	99.52
	100

	mdtE
	macrolide antibiotic, fluoroquinolone antibiotic, penam
	antibiotic efflux
	99.48
	100

	mdtF
	macrolide antibiotic, fluoroquinolone antibiotic, penam
	antibiotic efflux
	99.81
	100

	gadX
	macrolide antibiotic, fluoroquinolone antibiotic, penam
	antibiotic efflux
	98.18
	100

	acrB
	fluoroquinolone antibiotic, cephalosporin, glycylcycline, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	99.81
	100

	vanG
	glycopeptide antibiotic
	antibiotic target alteration
	37.95
	104.3

	emrA
	fluoroquinolone antibiotic
	antibiotic efflux
	99.49
	100

	rsmA
	fluoroquinolone antibiotic, diaminopyrimidine antibiotic, phenicol antibiotic
	antibiotic efflux
	85.25
	100

	acrD
	aminoglycoside antibiotic
	antibiotic efflux
	99.9
	100

	leuO
	nucleoside antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	98.73
	100

	mdtM
	fluoroquinolone antibiotic, lincosamide antibiotic, nucleoside antibiotic, phenicol antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	98.05
	100

	TolC
	macrolide antibiotic, fluoroquinolone antibiotic, aminoglycoside antibiotic, carbapenem, cephalosporin, glycylcycline, cephamycin, penam, tetracycline antibiotic, peptide antibiotic, aminocoumarin antibiotic, rifamycin antibiotic, phenicol antibiotic, penem, disinfecting agents and antiseptics
	antibiotic efflux
	99.8
	99.6

	AcrE
	fluoroquinolone antibiotic, cephalosporin, cephamycin, penam
	antibiotic efflux
	99.74
	100

	YojI
	peptide antibiotic
	antibiotic efflux
	99.45
	100

	evgS
	macrolide antibiotic, fluoroquinolone antibiotic, penam, tetracycline antibiotic
	antibiotic efflux
	97.83
	100

	emrY
	tetracycline antibiotic
	antibiotic efflux
	99.22
	100

	mdtH
	fluoroquinolone antibiotic
	antibiotic efflux
	99.75
	100

	ArnT
	peptide antibiotic
	antibiotic target alteration
	64.07
	99.82

	PmrF
	peptide antibiotic
	antibiotic target alteration
	99.38
	100

	ugd
	peptide antibiotic
	antibiotic target alteration
	99.23
	100

	mdtN
	nucleoside antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	99.42
	100

	mdtO
	nucleoside antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	98.98
	100

	mdtP
	nucleoside antibiotic, disinfecting agents and antiseptics
	antibiotic efflux
	97.95
	100

	EC-15
	cephalosporin
	antibiotic inactivation
	98.14
	100

	Escherichia coli emrE
	macrolide antibiotic
	antibiotic efflux
	98.18
	100

	mdtC
	aminocoumarin antibiotic
	antibiotic efflux
	99.51
	100

	mdtB
	aminocoumarin antibiotic
	antibiotic efflux
	99.71
	100

	mdtA
	aminocoumarin antibiotic
	antibiotic efflux
	99.04
	100

	Haemophilus influenzae PBP3 conferring resistance to beta-lactam antibiotics
	cephalosporin, cephamycin, penam
	antibiotic target alteration
	53.11
	96.39

	Escherichia coli GlpT with mutation conferring resistance to fosfomycin
	phosphonic acid antibiotic
	antibiotic target alteration
	99.12
	100

	Escherichia coli AcrAB-TolC with AcrR mutation conferring resistance to ciprofloxacin, tetracycline, and ceftazidime
	fluoroquinolone antibiotic, cephalosporin, glycylcycline, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, disinfecting agents and antiseptics
	antibiotic target alteration, antibiotic efflux
	100
	100

	Escherichia coli AcrAB-TolC with MarR mutations conferring resistance to ciprofloxacin and tetracycline
	fluoroquinolone antibiotic, cephalosporin, glycylcycline, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, disinfecting agents and antiseptics
	antibiotic target alteration, antibiotic efflux
	98.61
	100

	Escherichia coli soxR with mutation conferring antibiotic resistance
	fluoroquinolone antibiotic, cephalosporin, glycylcycline, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, disinfecting agents and antiseptics
	antibiotic target alteration, antibiotic efflux
	100
	100

	Escherichia coli soxS with mutation conferring antibiotic resistance
	fluoroquinolone antibiotic, monobactam, carbapenem, cephalosporin, glycylcycline, cephamycin, penam, tetracycline antibiotic, rifamycin antibiotic, phenicol antibiotic, penem, disinfecting agents and antiseptics
	antibiotic target alteration, antibiotic efflux, reduced permeability to antibiotic
	100
	100

	baeR
	aminoglycoside antibiotic, aminocoumarin antibiotic
	antibiotic efflux
	95.82
	100


  ARO-Antibiotic resistance ontology

Supplementary Table 5: Plasmids, Mobile genetic elements and Virulence factors of E. coli O157:H7
	Contig
	Plasmid
	MGEs
	Virulence genes
	Function

	NODE_32_length_60406_cov_156.7...
	
	0
	iss
	Increased serum survival

	NODE_69_length_11976_cov_152.9...
	
	0
	nleB
	Non-LEE encoded effector B

	NODE_12_length_140777_cov_151....
	
	0
	terC
	Tellurium ion resistance protein

	NODE_36_length_49698_cov_103.9...
	IncFIA, IncFIB(AP001918)
	0
	ehxA
etpD
	Enterohaemolysin
Type II secretion protein EtpD

	NODE_39_length_43866_cov_150.3...
	
	0
	ompT
hlyE
	Outer membrane protease (protein protease 7)
Avian E. coli haemolysin

	NODE_28_length_71467_cov_150.2...
	
	0
	nleC
	Non-LEE encoded effector C

	NODE_18_length_100280_cov_149....
	
	0
	gad
	Glutamate decarboxylase

	NODE_47_length_36019_cov_158.6...
	
	IS682
IS66
Insertion sequence
	terC
traT
iha
	Tellurium ion resistance protein
Outer membrane protein complement resistance
Adherence protein

	NODE_11_length_145431_cov_155....
	
	0
	fimH
	Type 1 fimbriae

	NODE_178_length_667_cov_163.62...
	
	0
	astA
	Heat-stable enterotoxin EAST-1

	NODE_1_length_238336_cov_151.2...
	
	0
	nleC
nleB
	Non-LEE encoded effector C
Non-LEE encoded effector B

	NODE_2_length_217409_cov_152.9...
	
	0
	chuA
	Outer membrane hemin receptor

	NODE_73_length_10445_cov_88.62...
	
	0
	toxB
	Toxin B

	NODE_13_length_123994_cov_154....
	
	0
	nlpI
	lipoprotein NlpI precursor

	NODE_35_length_53310_cov_153.0...
	
	0
	AslA
	

	NODE_9_length_146478_cov_149.7...
	
	MITEEc1
IS630
Miniature Inverted Repeat
	espA
espB
espF
tir
	Type III secretions system
Secreted protein B
EPEC secreted protein F; Type III secretion system
Translocated intimin receptor protein

	NODE_17_length_102501_cov_149....
	
	0
	espJ
	Prophage-encoded type III secretion system effector

	NODE_77_length_8903_cov_97.694...
	IncFII
	0
	anr
	AraC negative regulator

	NODE_74_length_10169_cov_156.0...
	
	0
	traT
	Outer membrane protein complement resistance

	NODE_43_length_40982_cov_169.1...
	
	0
	iss, iss
	Increased serum survival

	NODE_40_length_43307_cov_153.4...
	
	0
	fdeC
	intimin-like adhesin FdeC

	NODE_85_length_4648_cov_148.00...
	
	0
	nleA
astA
	Non-LEE encoded effector A
Heat-stable enterotoxin EAST-1

	NODE_95_length_2895_cov_96.440...
	
	0
	katP
	Plasmid-encoded catalase peroxidase

	NODE_24_length_88161_cov_152.6...
	
	0
	csgA
	curlin major subunit CsgA

	NODE_83_length_5321_cov_102.83...
	
	0
	cnf3
	Cytotoxic necrotizing factor 3

	NODE_8_length_154931_cov_154.7...
	
	0
	espY2:000868321
	

	NODE_7_length_169897_cov_152.0...
	
	MITEEc1
IS630
Miniature Inverted Repeat 
	terC
	Tellurium ion resistance protein

	NODE_71_length_11308_cov_98.32...
	
	0
	espP
	Serine protease autotransporter EspP

	NODE_97_length_2735_cov_171.72...
	
	0
	stx2c-O157-FLY16
stx2
	stx2c-O157-FLY16

O157 FLY16, variant c

	NODE_121_length_1601_cov_3.621...
	Col(MG828)
	0
	
	

	NODE_44_length_39344_cov_88.86...
	p0111
	0
	
	

	NODE_94_length_3381_cov_5.3037...
	Col440I
	0
	
	

	NODE_21_length_93625_cov_155.8...
	
	IS609
IS200/IS605
Insertion sequence
	
	

	NODE_23_length_90246_cov_153.7...
	
	IS609
IS200/IS605
Insertion sequence
	
	

	NODE_51_length_30880_cov_168.5...
	
	MITEEc1
IS630
Miniature Inverted Repeat
	
	

	NODE_53_length_29208_cov_155.5...
	
	ISEc26
ISAs1
Insertion sequence
MITEEc1
IS630
Miniature Inverted Repeat
	
	

	NODE_160_length_861_cov_2.6545...
	
	IS26
IS6
Insertion sequence
	
	



[bookmark: _Hlk207564511]Supplementary Table 6: Comparison of prophage content between E. coli O157:H7 FS-14 and Sakai (Reference)
	Strain
	Prophages
	Largest prophage
	Stx-converting prophages
	GC%

	
	Intact
	Questionable 
	Incomplete
	Total 
	
	
	

	E. coli O157:H7 Sakai (reference)
	13
	5
	4
	22
	~102 Kb (Sp15, intact)
	Multiple (Stx1a, Stx2a)
	49.86

	E. coli O157:H7 FS-14 
	11
	1
	10
	22
	154.5 Kb (Stx2_1717, intact)
	Multiple (Stx2_1717, Stx2a_F451, Stx2_a_WGPS9)
	50.17




[bookmark: _Hlk207458483]


Supplementary Table 7: Prophage regions identified in E. coli O157:H7 FS-14 (CP178336.1) using PHASTER
	Region
	Region position
	Length (Kb)
	Completeness
	Score
	No. of ORFs
	Closest Reference Phage
	Notes (e.g., stx-prophage)

	1
	220,214–238,965
	18.7
	Incomplete
	60
	11
	Enterobacteria phage lambda (NC_001416)
	–

	2
	1,809,489–1,829,117
	19.6
	Incomplete
	30
	29
	Enterobacteria phage mEp460 (NC_019716)
	–

	3
	1,931,788–1,949,688
	17.9
	Intact
	117
	21
	Enterobacteria phage P4 (NC_001609)
	–

	4
	3,175,791–3,187,474
	11.6
	Incomplete
	30
	10
	Shigella phage Sf6 (NC_005344)
	–

	5
	3,378,270–3,393,747
	15.4
	Incomplete
	30
	9
	Enterobacteria phage mEp234 (NC_019715)
	–

	6
	3,771,187–3,838,261
	67
	Intact
	150
	90
	Salmonella phage SEN34 (NC_028699)
	–

	7
	3,841,641–3,854,833
	13.1
	Incomplete
	60
	22
	Phage Gifsy-1 (NC_010392)
	–

	8
	4,349,880–4,445,517
	95.6
	Intact
	150
	102
	Escherichia phage RCS47 (NC_042128)
	–

	9
	4,512,082–4,544,784
	32.7
	Intact
	150
	27
	Acinetobacter phage ME3 (NC_041884)
	–

	10
	4,593,135–4,648,155
	55
	Intact
	110
	86
	Escherichia phage RCS47 (NC_042128)
	–

	11
	4,690,022–4,720,850
	30.8
	Incomplete
	30
	14
	Shigella phage SfIV (NC_022749)
	–

	12
	4,730,540–4,742,136
	11.5
	Incomplete
	40
	13
	Enterobacteria phage P4 (NC_001609)
	–

	13
	4,770,966–4,800,650
	29.6
	Questionable
	70
	17
	Escherichia phage 500465-1 (NC_049342)
	–

	14
	4,928,972–4,955,869
	26.8
	Incomplete
	30
	28
	Enterobacteria phage P1 (NC_005856)
	–

	15
	4,965,012–4,983,858
	18.8
	Intact
	150
	26
	Enterobacteria phage mEp460 (NC_019716)
	–

	16
	5,042,105–5,074,773
	32.6
	Intact
	130
	29
	Stx2a phage F451 (NC_049924)
	Stx2-converting prophage

	17
	5,109,432–5,149,038
	39.6
	Intact
	150
	60
	Phage Gifsy-1 (NC_010392)
	–

	18
	5,159,655–5,171,365
	11.7
	Incomplete
	10
	24
	Stx2a phage WGPS9 (NC_049923)
	Stx2-converting prophage

	19
	5,172,711–5,186,680
	13.9
	Incomplete
	50
	20
	Salmonella phage SEN34 (NC_028699)
	–

	20
	5,190,840–5,237,202
	46.3
	Intact
	150
	67
	Stx2 phage 1717 (NC_011357)
	Stx2-converting prophage

	21
	5,242,777–5,397,335
	154.5
	Intact
	150
	295
	Stx2 phage 1717 (NC_011357)
	Stx2-converting prophage

	22
	5,390,220–5,525,985
	135.7
	Intact
	150
	818
	Enterobacteria phage YYZ-2008 (NC_011356)
	–


21	
Intact (score > 90), Questionable (score 70-90), Incomplete (score < 70)	


