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eTable 3 All Patients and Number of Unmapped Reads that Align to Each Pathogen
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eTable 7 Resistance Gene Targets with Primers
eTable 8 PCR Results with Cycle Counts and Controls. All experiments done in duplicate and results averaged. If the cell is blank, there were more than 40 cycle counts. RT = reverse transcriptase, NRT = no reverse transcriptase. Beta Actin done as control. Targets are grouped by pathogen then resistance genes. 



	eTable 1 Pathogens 
	RefSeq Assembly

	Acinetobacter baumannii
	GCF_008632635.1

	Aspergillus fumigatus
	GCF_000002655.1

	Campylobacter jejuni
	GCF_000009085.1

	Candida albicans
	GCF_000182965.3

	Candida glabrata
	GCF_000002545.3

	Candida parapsilosis
	GCF_000182765.1

	Candida tropicalis
	GCF_000006335.3

	Clostridioides difficile
	GCF_018885085.1

	Escherichia coli
	GCF_000005845.2

	Enterobacter cloacae 
	GCF_905331265.2

	Enterococcus faecalis
	GCF_000393015.1

	Enterococcus faecium
	GCF_009734005.1

	Haemophilus influenzae
	GCF_000931575.1

	Klebsiella aerogenes
	GCF_007632255.1

	Klebsiella pneumoniae
	GCF_000240185.1

	Mycobacterium avium
	GCF_022175585.1

	Neisseria gonorrhoeae
	GCF_013030075.1

	Pseudomonas aeruginosa
	GCF_000006765.1

	Salmonella enterica 
	GCF_000006945.2

	Shigella dysenteriae
	GCF_022354085.1

	Staphylococcus aureus
	GCF_000013425.1

	Streptococcus agalactiae
	GCF_001552035.1

	Streptococcus anginosus
	GCF_001412635.1

	Streptococcus canis
	GCF_010993845.2

	Streptococcus constellatus 
	GCF_900459125.1

	Streptococcus intermedius
	GCF_900475975.1

	Streptococcus oralis 
	GCF_900637025.1

	Streptococcus pyogenes 
	GCF_900475035.1




	 eTable 2 Resistance Genes

	MecA gene 

	QacA gene

	NorA gene 

	vanA gene 

	blaCTX-M gene for ESBL CTX-M-223

	TEM-1 gene

	TEM-2 ESBL gene

	AmpC gene

	NDM-1 gene

	ArcB gene for ArcB membrane protein

	OmpF gene 

	Beta-lactamase SHV-1 gene

	PROKKA_00011 KPC gene

	Qnr gene 

	AmpC gene 

	Metallo-beta-lactamase (imp) gene 

	Carbapenemase (VIM) gene 

	OprM gene 

	MexX and MexY gene 

	Class D beta-lactamase (oxa) gene

	GyrA gene 

	GyrB gene 

	DNA topoisomerase IV A (parC) gene 

	FtsL gene 

	MobA-C, Rob-1, ISApl1 genes 






	eTable3
	SEA-103-D0
	SEA-103-D1
	SEA-104-D0
	SEA-104-D1
	SEA-105-D0
	SEA-105-D1
	SEA-106-D0
	SEA-106-D1

	Acinetobacter baumannii
	6
	4096
	496
	146
	32
	240
	46
	156

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	2
	0
	0
	0
	0
	0
	0

	Escherichia coli
	670
	1836
	284
	96
	16
	964
	2046
	374

	Enterobacter cloacae
	464
	1268
	192
	174
	0
	562
	1602
	310

	Enterococcus faecalis
	0
	14
	0
	0
	4
	8
	0
	6

	Enterococcus faecium
	0
	40
	0
	0
	14
	0
	0
	0

	Haemophilus influenzae
	12
	82
	12
	32
	0
	36
	206
	6

	Klebsiella aerogenes
	304
	590
	152
	156
	4
	306
	744
	188

	Klebsiella pneumoniae
	576
	1620
	148
	154
	8
	452
	1212
	298

	Mycobacteria avium
	32
	70
	42
	16
	38
	30
	28
	14

	Neisseria gonorrhoeae
	4
	106
	0
	28
	8
	12
	14
	16

	Pseudomonas aeruginosa
	128
	1398
	84
	1162
	170
	224
	126
	116

	Salmonella enterica
	462
	1946
	196
	170
	4
	566
	1348
	266

	Shigella dysenteriae
	776
	1776
	274
	174
	24
	870
	2114
	430

	Staphylococcus aureus
	114
	74
	44
	32
	10
	6
	80
	0

	Streptococcus agalactiae
	0
	0
	0
	0
	0
	0
	0
	0

	Streptococcus anginosus
	16
	62
	8
	8
	6
	0
	0
	0

	Streptococcus canis
	28
	68
	14
	14
	10
	0
	0
	0

	Streptococcus constellatus
	16
	36
	8
	10
	4
	0
	0
	0

	Streptococcus intermedius
	16
	66
	8
	8
	4
	0
	0
	0

	Streptococcus oralis
	16
	112
	8
	20
	8
	4
	40
	8

	Streptococcus pyogenes
	28
	42
	14
	0
	0
	0
	0
	0




	eTable3
	SEA-106-D3
	SEA-107-D0
	SEA-107-D1
	SEA-108-D0
	SEA-108-D1
	SEA-109-D0
	SEA-109-D1
	SEA-110-D0

	Acinetobacter baumannii
	148
	34
	70
	980
	626
	78
	104
	28

	Campylobacter jejuni
	0
	0
	0
	0
	12
	0
	36
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	600
	4540
	1928
	153268
	67912
	450
	414
	28

	Enterobacter cloacae
	314
	6874
	2390
	91278
	38202
	406
	250
	0

	Enterococcus faecalis
	44
	6
	10
	0
	2
	20
	14
	8

	Enterococcus faecium
	30
	0
	0
	0
	0
	14
	0
	0

	Haemophilus influenzae
	18
	238
	122
	5758
	2438
	44
	8
	0

	Klebsiella aerogenes
	252
	4492
	1492
	59634
	26200
	300
	198
	2

	Klebsiella pneumoniae
	380
	7936
	2776
	90270
	39928
	390
	266
	0

	Mycobacteria avium
	14
	16
	28
	12
	44
	32
	16
	24

	Neisseria gonorrhoeae
	28
	8
	14
	30
	62
	0
	14
	112

	Pseudomonas aeruginosa
	202
	80
	40
	860
	4436
	96
	112
	130

	Salmonella enterica
	384
	4328
	1650
	95622
	41314
	360
	196
	10

	Shigella dysenteriae
	688
	6822
	2570
	162348
	74130
	516
	436
	26

	Staphylococcus aureus
	20
	0
	10
	10
	18
	20
	70
	2

	Streptococcus agalactiae
	0
	0
	18
	0
	0
	0
	0
	0

	Streptococcus anginosus
	110
	0
	28
	0
	4
	0
	8
	0

	Streptococcus canis
	110
	2
	14
	0
	14
	0
	14
	0

	Streptococcus constellatus
	120
	2
	18
	0
	6
	0
	12
	2

	Streptococcus intermedius
	184
	2
	18
	0
	4
	2
	16
	0

	Streptococcus oralis
	286
	8
	42
	20
	22
	10
	16
	16

	Streptococcus pyogenes
	100
	0
	16
	0
	0
	0
	14
	0





	eTable3
	SEA-110-D1
	SEA-110-D3
	SEA-111-D0
	SEA-111-D1
	SEA-112-D0
	SEA-112-D1
	SEA-113-D0
	SEA-113-D1

	Acinetobacter baumannii
	36
	222
	170
	120
	248
	50
	52
	40

	Campylobacter jejuni
	0
	0
	114
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	274
	78
	12
	106
	36
	36
	28
	18

	Enterobacter cloacae
	222
	18
	16
	48
	42
	24
	44
	40

	Enterococcus faecalis
	0
	8
	22
	20
	16
	16
	4
	8

	Enterococcus faecium
	0
	18
	0
	12
	24
	42
	14
	12

	Haemophilus influenzae
	12
	0
	4
	0
	22
	0
	0
	0

	Klebsiella aerogenes
	122
	18
	18
	28
	12
	10
	16
	30

	Klebsiella pneumoniae
	182
	20
	22
	16
	32
	38
	40
	38

	Mycobacteria avium
	14
	6
	22
	14
	44
	6
	2
	18

	Neisseria gonorrhoeae
	6
	8
	36
	0
	14
	0
	0
	0

	Pseudomonas aeruginosa
	136
	34
	146
	72
	346
	38
	24
	72

	Salmonella enterica
	222
	46
	2
	48
	18
	4
	0
	6

	Shigella dysenteriae
	336
	64
	22
	112
	52
	28
	40
	32

	Staphylococcus aureus
	48
	0
	32
	42
	80
	348
	18
	12

	Streptococcus agalactiae
	0
	0
	0
	0
	0
	0
	0
	0

	Streptococcus anginosus
	34
	10
	0
	30
	14
	0
	6
	0

	Streptococcus canis
	68
	0
	0
	42
	0
	0
	38
	0

	Streptococcus constellatus
	26
	0
	6
	18
	0
	20
	16
	4

	Streptococcus intermedius
	34
	0
	4
	32
	0
	0
	18
	8

	Streptococcus oralis
	40
	8
	16
	64
	28
	0
	26
	8

	Streptococcus pyogenes
	40
	0
	0
	42
	0
	0
	40
	0





	eTable3
	SEA-114-D0
	SEA-114-D1
	SEA-114-D3
	SEA-115-D0
	SEA-115-D1
	SEA-116-D0
	SEA-116-D1
	SEA-117-D0

	Acinetobacter baumannii
	396
	46
	54
	50
	12
	48
	40
	30

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	14
	12
	10
	54
	18
	36
	18
	10

	Enterobacter cloacae
	12
	2
	0
	16
	0
	16
	0
	0

	Enterococcus faecalis
	0
	0
	76
	10
	2
	2
	0
	0

	Enterococcus faecium
	12
	0
	24
	0
	0
	0
	14
	0

	Haemophilus influenzae
	40
	0
	0
	42
	0
	0
	0
	0

	Klebsiella aerogenes
	2
	2
	0
	16
	0
	8
	0
	0

	Klebsiella pneumoniae
	16
	14
	0
	16
	6
	10
	0
	6

	Mycobacteria avium
	24
	20
	26
	32
	16
	12
	8
	6

	Neisseria gonorrhoeae
	2
	0
	12
	0
	40
	8
	34
	12

	Pseudomonas aeruginosa
	374
	54
	76
	96
	72
	36
	106
	38

	Salmonella enterica
	56
	2
	0
	0
	0
	8
	0
	8

	Shigella dysenteriae
	22
	8
	6
	42
	22
	60
	32
	18

	Staphylococcus aureus
	54
	20
	20
	2
	0
	0
	0
	12

	Streptococcus agalactiae
	4
	0
	0
	0
	0
	0
	0
	0

	Streptococcus anginosus
	20
	16
	0
	50
	12
	0
	0
	0

	Streptococcus canis
	14
	32
	0
	28
	0
	0
	0
	0

	Streptococcus constellatus
	14
	0
	0
	2
	0
	4
	2
	0

	Streptococcus intermedius
	10
	24
	0
	22
	0
	4
	0
	0

	Streptococcus oralis
	8
	24
	16
	50
	10
	6
	12
	0

	Streptococcus pyogenes
	0
	28
	0
	16
	0
	0
	0
	0





	eTable3
	SEA-117-D1
	SEA-118-D0
	SEA-118-D1
	SEA-119-D0
	SEA-119-D1
	SEA-119-D3
	SEA-120-D0
	SEA-120-D1

	Acinetobacter baumannii
	128
	50
	28
	14
	56
	42
	182
	90

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	38
	500
	204
	48
	12
	6
	40
	50

	Enterobacter cloacae
	16
	264
	98
	0
	36
	0
	120
	72

	Enterococcus faecalis
	0
	2
	10
	42
	0
	0
	50
	24

	Enterococcus faecium
	0
	16
	0
	60
	0
	0
	12
	36

	Haemophilus influenzae
	0
	14
	0
	0
	2
	0
	0
	14

	Klebsiella aerogenes
	18
	174
	76
	10
	16
	0
	2
	94

	Klebsiella pneumoniae
	2
	298
	144
	26
	20
	0
	24
	132

	Mycobacteria avium
	10
	10
	0
	8
	0
	14
	14
	24

	Neisseria gonorrhoeae
	14
	18
	0
	102
	0
	0
	10
	0

	Pseudomonas aeruginosa
	34
	84
	142
	124
	36
	60
	164
	714

	Salmonella enterica
	14
	264
	162
	46
	20
	0
	80
	44

	Shigella dysenteriae
	16
	480
	200
	20
	22
	6
	72
	60

	Staphylococcus aureus
	58
	18
	26
	38
	0
	16
	60
	62

	Streptococcus agalactiae
	0
	0
	0
	0
	0
	0
	0
	0

	Streptococcus anginosus
	0
	18
	10
	38
	0
	32
	34
	10

	Streptococcus canis
	0
	24
	14
	44
	0
	2
	82
	0

	Streptococcus constellatus
	0
	12
	12
	44
	0
	28
	56
	16

	Streptococcus intermedius
	8
	20
	10
	32
	0
	32
	36
	26

	Streptococcus oralis
	12
	22
	24
	34
	0
	26
	76
	46

	Streptococcus pyogenes
	14
	20
	14
	14
	0
	0
	62
	0





	eTable3
	SEA-120-D3
	SEA-121-D0
	SEA-121-D1
	SEA-122-D0
	SEA-122-D1
	SEA-122-D3
	SEA-122-D7
	SEA-123-D0

	Acinetobacter baumannii
	76
	192
	46
	172
	12
	146
	148
	6188

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	58
	24
	28
	22
	8
	20
	80
	136

	Enterobacter cloacae
	112
	0
	20
	4
	0
	0
	118
	42

	Enterococcus faecalis
	28
	10
	50
	14
	0
	56
	70
	230

	Enterococcus faecium
	12
	18
	48
	20
	0
	48
	16
	264

	Haemophilus influenzae
	0
	0
	0
	0
	0
	0
	0
	58

	Klebsiella aerogenes
	24
	0
	6
	0
	2
	22
	50
	6

	Klebsiella pneumoniae
	64
	18
	18
	10
	22
	14
	48
	100

	Mycobacteria avium
	20
	6
	0
	16
	2
	98
	10
	60

	Neisseria gonorrhoeae
	0
	0
	56
	0
	14
	0
	16
	270

	Pseudomonas aeruginosa
	142
	36
	126
	208
	12
	40
	112
	1028

	Salmonella enterica
	28
	14
	56
	4
	0
	12
	88
	36

	Shigella dysenteriae
	114
	14
	32
	18
	16
	12
	108
	104

	Staphylococcus aureus
	64
	488
	470
	48
	14
	0
	62
	466

	Streptococcus agalactiae
	0
	0
	8
	0
	0
	0
	0
	0

	Streptococcus anginosus
	50
	8
	18
	14
	6
	34
	34
	652

	Streptococcus canis
	74
	14
	16
	22
	2
	56
	70
	792

	Streptococcus constellatus
	40
	0
	18
	8
	4
	40
	36
	488

	Streptococcus intermedius
	76
	12
	18
	4
	4
	16
	40
	616

	Streptococcus oralis
	138
	20
	54
	24
	14
	34
	70
	1116

	Streptococcus pyogenes
	70
	0
	18
	0
	0
	64
	72
	708





	eTable3
	SEA-125-D0
	SEA-125-D1
	SEA-125-D3
	SEA-125-D7
	SEA-126-D0
	SEA-126-D1
	SEA-126-D3
	SEA-126-D7

	Acinetobacter baumannii
	280
	106
	54
	74
	1426
	36
	216
	740

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	32
	84
	22
	88
	140
	6
	32
	178

	Enterobacter cloacae
	14
	88
	8
	64
	248
	0
	28
	98

	Enterococcus faecalis
	10
	12
	40
	22
	30
	0
	80
	122

	Enterococcus faecium
	12
	30
	72
	48
	0
	0
	50
	164

	Haemophilus influenzae
	48
	72
	0
	0
	46
	0
	0
	48

	Klebsiella aerogenes
	22
	10
	22
	12
	60
	0
	14
	206

	Klebsiella pneumoniae
	36
	104
	40
	32
	204
	4
	30
	272

	Mycobacteria avium
	20
	18
	16
	8
	32
	0
	18
	28

	Neisseria gonorrhoeae
	0
	0
	0
	46
	18
	8
	0
	168

	Pseudomonas aeruginosa
	112
	88
	44
	46
	130
	38
	96
	954

	Salmonella enterica
	28
	60
	28
	16
	108
	14
	18
	142

	Shigella dysenteriae
	26
	146
	34
	82
	122
	10
	34
	232

	Staphylococcus aureus
	16
	70
	20
	16
	96
	16
	140
	130

	Streptococcus agalactiae
	0
	0
	0
	0
	0
	0
	0
	0

	Streptococcus anginosus
	10
	0
	32
	10
	14
	4
	32
	170

	Streptococcus canis
	8
	0
	42
	14
	24
	20
	32
	178

	Streptococcus constellatus
	10
	20
	24
	20
	42
	2
	38
	70

	Streptococcus intermedius
	8
	12
	24
	4
	36
	10
	42
	172

	Streptococcus oralis
	24
	12
	42
	10
	82
	8
	62
	234

	Streptococcus pyogenes
	0
	0
	42
	0
	12
	12
	24
	172





	eTable3
	SEA-127-D0
	SEA-128-D0
	SEA-130-D0
	SEA-130-D1
	SEA-131-D0
	SEA-132-D1
	SEA-133-D0
	SEA-133-D1

	Acinetobacter baumannii
	166
	78
	68
	298
	18
	2
	186
	146

	Campylobacter jejuni
	0
	0
	0
	0
	0
	4
	0
	0

	Clostridioides difficile
	0
	0
	2
	0
	0
	0
	0
	0

	Escherichia coli
	12
	28
	70
	134
	2
	4
	38
	70

	Enterobacter cloacae
	0
	52
	40
	302
	4
	0
	28
	82

	Enterococcus faecalis
	16
	16
	38
	68
	0
	8
	54
	54

	Enterococcus faecium
	0
	0
	96
	46
	0
	0
	70
	56

	Haemophilus influenzae
	4
	0
	0
	60
	0
	0
	20
	22

	Klebsiella aerogenes
	0
	32
	62
	78
	2
	0
	16
	42

	Klebsiella pneumoniae
	0
	40
	40
	50
	12
	6
	16
	56

	Mycobacteria avium
	18
	16
	10
	14
	0
	8
	8
	20

	Neisseria gonorrhoeae
	18
	46
	10
	0
	0
	0
	8
	40

	Pseudomonas aeruginosa
	36
	30
	50
	482
	24
	446
	222
	558

	Salmonella enterica
	4
	8
	24
	174
	12
	0
	38
	44

	Shigella dysenteriae
	10
	32
	24
	206
	4
	6
	40
	98

	Staphylococcus aureus
	6
	0
	64
	50
	2
	0
	94
	40

	Streptococcus agalactiae
	0
	0
	0
	24
	0
	0
	0
	0

	Streptococcus anginosus
	12
	10
	80
	82
	16
	8
	42
	52

	Streptococcus canis
	0
	0
	40
	48
	0
	0
	14
	86

	Streptococcus constellatus
	10
	0
	86
	74
	4
	8
	48
	54

	Streptococcus intermedius
	0
	0
	62
	66
	8
	8
	52
	56

	Streptococcus oralis
	2
	14
	94
	126
	8
	8
	80
	74

	Streptococcus pyogenes
	0
	0
	148
	42
	0
	14
	56
	28





	eTable3
	SEA-134-D0
	SEA-134-D1
	SEA-134-D3
	SEA-135-D0
	SEA-135-D1
	SEA-137-D0
	SEA-138-D0
	SEA-139-D0

	Acinetobacter baumannii
	408
	686
	270
	136
	40
	56
	550
	12

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	2
	44
	78
	18
	30
	36
	208
	42

	Enterobacter cloacae
	0
	66
	164
	0
	4
	26
	320
	34

	Enterococcus faecalis
	46
	0
	42
	30
	2
	0
	96
	68

	Enterococcus faecium
	20
	0
	24
	12
	4
	0
	84
	44

	Haemophilus influenzae
	0
	0
	0
	0
	0
	0
	54
	0

	Klebsiella aerogenes
	0
	10
	40
	2
	12
	10
	236
	22

	Klebsiella pneumoniae
	2
	40
	156
	4
	36
	40
	270
	32

	Mycobacteria avium
	2
	4
	0
	22
	8
	0
	20
	4

	Neisseria gonorrhoeae
	6
	16
	0
	4
	2
	0
	120
	48

	Pseudomonas aeruginosa
	60
	206
	44
	74
	126
	60
	40
	324

	Salmonella enterica
	0
	28
	176
	0
	6
	10
	194
	24

	Shigella dysenteriae
	2
	66
	154
	16
	32
	130
	356
	42

	Staphylococcus aureus
	134
	16
	380
	42
	14
	0
	132
	40

	Streptococcus agalactiae
	0
	0
	0
	0
	0
	0
	0
	0

	Streptococcus anginosus
	24
	0
	10
	8
	16
	0
	304
	246

	Streptococcus canis
	14
	2
	0
	28
	36
	0
	610
	386

	Streptococcus constellatus
	12
	0
	4
	28
	16
	0
	290
	204

	Streptococcus intermedius
	46
	2
	8
	32
	16
	0
	364
	230

	Streptococcus oralis
	50
	18
	6
	86
	36
	0
	538
	354

	Streptococcus pyogenes
	0
	0
	0
	14
	28
	0
	370
	286





	eTable3
	SEA-139-D1
	SEA-140-D0
	SEA-141-D0
	SEA-142-D0
	SEA-143-D3
	SEA-143-D7
	SEA-144-D0
	SEA-145-D0

	Acinetobacter baumannii
	142
	458
	364
	218
	540
	14
	62
	54

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	0

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	0

	Escherichia coli
	456
	66
	62
	54
	80
	14
	78
	50

	Enterobacter cloacae
	344
	208
	120
	16
	48
	16
	60
	16

	Enterococcus faecalis
	0
	28
	0
	24
	0
	76
	106
	88

	Enterococcus faecium
	0
	24
	0
	36
	48
	78
	112
	72

	Haemophilus influenzae
	0
	0
	70
	0
	14
	0
	20
	0

	Klebsiella aerogenes
	234
	80
	16
	4
	144
	0
	32
	0

	Klebsiella pneumoniae
	596
	186
	134
	74
	106
	40
	134
	74

	Mycobacteria avium
	26
	52
	10
	0
	0
	22
	2
	2

	Neisseria gonorrhoeae
	108
	24
	30
	14
	140
	56
	18
	0

	Pseudomonas aeruginosa
	180
	122
	130
	20
	90
	14
	36
	16

	Salmonella enterica
	476
	188
	90
	12
	70
	24
	46
	30

	Shigella dysenteriae
	656
	146
	70
	18
	284
	14
	54
	46

	Staphylococcus aureus
	30
	22
	58
	0
	244
	62
	98
	368

	Streptococcus agalactiae
	0
	0
	6
	0
	0
	0
	0
	2

	Streptococcus anginosus
	24
	26
	0
	56
	0
	402
	296
	170

	Streptococcus canis
	42
	48
	28
	98
	0
	402
	538
	408

	Streptococcus constellatus
	24
	38
	8
	56
	0
	296
	364
	166

	Streptococcus intermedius
	24
	24
	4
	60
	0
	428
	460
	204

	Streptococcus oralis
	34
	64
	8
	70
	0
	478
	622
	310

	Streptococcus pyogenes
	42
	94
	0
	98
	76
	394
	406
	208





	eTable3
	SEA-145-D1
	SEA-146-D0
	SEA-147-D0
	SEA-148-D0
	SEA-149-D0
	SEA-149-D1
	SEA-150-D0
	total_counts

	Acinetobacter baumannii
	344
	10218
	470
	60
	242
	290
	468
	36466

	Campylobacter jejuni
	0
	0
	0
	0
	0
	0
	0
	166

	Clostridioides difficile
	0
	0
	0
	0
	0
	0
	0
	4

	Escherichia coli
	76
	2562
	4
	0
	90
	118
	22
	242590

	Enterobacter cloacae
	16
	6392
	4
	0
	52
	108
	16
	154774

	Enterococcus faecalis
	104
	0
	8
	70
	78
	130
	42
	2514

	Enterococcus faecium
	0
	0
	0
	94
	46
	136
	48
	2346

	Haemophilus influenzae
	0
	298
	40
	0
	12
	72
	0
	10120

	Klebsiella aerogenes
	0
	5380
	12
	2
	36
	82
	44
	102772

	Klebsiella pneumoniae
	146
	5098
	42
	20
	48
	140
	96
	156266

	Mycobacteria avium
	72
	30
	20
	0
	12
	12
	8
	1580

	Neisseria gonorrhoeae
	28
	86
	10
	2
	8
	0
	0
	2210

	Pseudomonas aeruginosa
	6
	986
	398
	0
	82
	54
	194
	20764

	Salmonella enterica
	0
	3084
	16
	0
	24
	156
	0
	155482

	Shigella dysenteriae
	200
	4472
	4
	0
	108
	120
	62
	264322

	Staphylococcus aureus
	1296
	46
	12
	84
	62
	134
	522
	7644

	Streptococcus agalactiae
	14
	18
	0
	0
	0
	0
	0
	94

	Streptococcus anginosus
	96
	90
	0
	302
	378
	200
	22
	4644

	Streptococcus canis
	4
	98
	12
	598
	480
	220
	42
	6322

	Streptococcus constellatus
	112
	62
	6
	372
	370
	184
	54
	4324

	Streptococcus intermedius
	0
	54
	0
	432
	478
	216
	56
	5132

	Streptococcus oralis
	108
	94
	6
	556
	600
	276
	112
	7968

	Streptococcus pyogenes
	196
	104
	0
	422
	540
	232
	28
	5524





	eTable 4

	Escherichia coli gene name
	Primer 1
	Primer 2
	Primer Probe

	rrlA,B,C,E,H
	AATCTGCGATAAGCGTCGGT
	CCGGTTCGCCTCATTAACCT
	/56-FAM/ACCGGCGAT/ZEN/TTCCGAATGGGG/3IABkFQ/

	rrlD,G
	GATGTTTCAGTTCCCCCGGT
	AGCGTCGGTGAGGTGATATG
	/56-FAM/CCCCATTCG/ZEN/GAAATCGCCGGT/3IABkFQ/

	rrlD
	GATGTTTCAGTTCCCCCGGT
	CGGTGAGGTGATATGAACCGT
	/56-FAM/CCCCATTCG/ZEN/GAAATCGCCGGT/3IABkFQ/

	emrB
	TGGCACTGCTGGTTATTGGT
	GCCACCACGGTAAGGATGAT
	/56-FAM/TGCTCGACC/ZEN/GCGGTAAAGAGC/3IABkFQ/

	purD
	ACCTTCGGATTGCCCTGTTT
	TCATCTGGCCAACCGTGAAA
	/56-FAM/TAGGTGTTG/ZEN/CCTTCCGCCGC/3IABkFQ/

	yegP
	TCCTCACCAGCGAGCTTTAT
	AGAATTTGCCGTTACTTGCCG
	/56-FAM/TGCGGAAAA/ZEN/GGGCATCGCGT/3IABkFQ/

	atoB
	GGCTGCAACTGGCGGATA
	CCGCCGTTGACATTCACTTTC
	/56-FAM/TGCTGCACA/ZEN/GTTCCTTGCCGT/3IABkFQ/

	yihP
	GCACAGAATTAACAGCGGGC
	GCGTTATGTCGAAACCCAGC
	/56-FAM/ATTGCAGCA/ZEN/GGCCCGGCTTT/3IABkFQ/

	rapA-1
	GTGCTGAGCTTCGGCATAAC
	GTCCCGGAAACCTTACAGCA
	/56-FAM/GCAGGTTGA/ZEN/AACGGCGCAGC/3IABkFQ/

	rapA-2
	CAGACGCTGTTTGCTACGAC
	TTTCAACCTGCGCTTTGCTC
	/56-FAM/GCATCGTGC/ZEN/TGAGCTTCGGC/3IABkFQ/

	yghQ
	GAAAAGGTTTCGTCGCCTGC
	TAGTGCACGCTCATGCCTTC
	/56-FAM/TACCGCACG/ZEN/CAGAATGCCGG/3IABkFQ/

	gdx
	TCGTTTGACGCCGAGTGTTA
	GGCATAAGCCGTCCCTACTG
	/56-FAM/GCGCTACTT/ZEN/GCCTGGGCGAT/3IABkFQ/

	flhA
	GATTCCAGGGTCAATCGCCA
	GGTGCACATTCGCGACAATA
	/56-FAM/GCGATAGCG/ZEN/GGCAGGTTGCA/3IABkFQ/



	eTable 5

	Pseudomonas aeruginosa gene_name
	Primer 1
	Primer 2
	Primer Probe

	PA0668.4-1
	CCTGCGCAACGTTAATCGAC
	GCAGTAACCAGAAGTACAGGA
	/56-FAM/TCGGTTCCT/ZEN/AAGGCGAGGCTGA/3IABkFQ/

	PA4280.2
	GCAGTAACCAGAAGTACAGGA
	CCTGCGCAACGTTAATCGAC
	/56-FAM/TCAGCCTCG/ZEN/CCTTAGGAACCGA/3IABkFQ/

	PA0668.4-2
	TTATTGCGATGGAGGGACGG
	AGCTCTCGGCCTTGAAATCC
	/56-FAM/GGCTAGGCC/ZEN/AGCTTGGCGTT/3IABkFQ/

	rpoS
	GACCAAGAGAGACGTCCACC
	CGAACCTTCCCCCGAAGAAA
	/56-FAM/GCGACCGGC/ZEN/TTCTCCAGCAG/3IABkFQ/

	oprN
	CGCGAGAAGATTGCCCTGAG
	GCAGTACGTCGAGTTCGGCA
	/56-FAM/CTCACCGAG/ZEN/CAACTGCGCGA/3IABkFQ/

	ahpF
	ACCGTCGTTCTCGTTGAACC
	ACCAGCGAGGTGAATTCGTG
	/56-FAM/CTGCGCTTC/ZEN/GCCGGTATCCC/3IABkFQ/

	PA2727
	AGCTTCCGGCGCAACTTC
	ACTCTTTCCCTACACGACGC
	/56-FAM/CCTCAACGT/ZEN/GGCGGTGACCC/3IABkFQ/





	eTable 6

	Staphylococcus aureus gene name
	Primer 1
	Primer 2
	Primer Probe

	SAOUHSC_
00213
	TTCGGAAAATCGTTGCCTGA
	TGCCATCGAAGTTTTCATCTTGA
	/56-FAM/TGTTGTTCG/ZEN/GAGGTAGTTTGAGACG/3IABkFQ/

	SAOUHSC
_00438
	GAGTGGATGCGTTTATATGGCG
	GCACCAAATCATGTTCAGACGG
	/56-FAM/ACGGGCAGA/ZEN/TTCAATATGGTGAACAA/3IABkFQ/

	SAOUHSC_
00439
	CTCAAGACGTCGTATAAAGTAAACA
	TGCCGGGAACCGCTAC
	/56-FAM/TCTTGCCGT/ZEN/GCTAGGTGGGGA/3IABkFQ/

	SAOUHSC
_02876
	CTGGCAAATAATGTGGCGGT
	CTGATCCAGGCTACACGGAC
	/56-FAM/AGCGGAACT/ZEN/GGCTTGCCATCA/3IABkFQ/

	SAOUHSC_
R0001,2
	GGAGGCAGCAGTAGGGAATC
	GACCTTCATCACTCACGCGG
	/56-FAM/GGCGAAAGC/ZEN/CTGACGGAGCA/3IABkFQ/

	SAOUHSC_
R0009,10
	AAAGCTCCACGGGGTCTTTC
	TTTGGGCACTGTCTCAACGA
	/56-FAM/CCTGTCGCG/ZEN/GGTAACCTGCA/3IABkFQ/

	SAOUHSC_
R0006,7
	AGAATCCCGTCCACCGATTG
	TGTTATCCATCGCCTACGCC
	/56-FAM/AGGCTCGTC/ZEN/CGCTCTGGGTT/3IABkFQ/

	SAOUHSC_
R0008,9
	TGTAGGTCTCGCAGTCAAGC
	TAAAAGGTAACGGAGGCGCT
	/56-FAM/TTCCAACCA/ZEN/TTCTGAGGGAACCTTTG/3IABkFQ/

	SAOUHSC_
R0008,9,10
	TGGCATTCGGAGTTTGTCTGA
	TGGAGGTAGAGCACTGTTTGG
	/56-FAM/TCGGTAACC/ZEN/CGAGAGGGGCC/3IABkFQ/











	eTable 7

	Resistance gene_name
	Primer 1
	Primer 2
	Primer Probe

	MexX, MexY
	GCCCTTGTTGCGCTTGTTT
	GATCGACATCGACGATCCGC
	/56-FAM/CCAGGGAGA/ZEN/ACTTCCGGGCG/3IABkFQ/

	ESBL CTX-M-223
	TGGATGAAGGGCAATACGACC
	TCATTGGTGGTGCCGTAGTC
	/56-FAM/CCGGCTTAC/ZEN/CGACGTCGTGG/3IABkFQ/

	ompF 
	GTCCGTCCATCGCTTACACT
	GTAGTAGGTTGCGCCCACTT
	/56-FAM/GCGAAAGAC/ZEN/GTAGACGGTATCGGT/3IABkFQ/

	TEM-1-1
	TCTCGCGGTATCATTGCAGC
	TGACTCCCCGTCGTGTAGAT
	/56-FAM/TGGGGCCAG/ZEN/ATGGTAAGCCCT/3IABkFQ/

	TEM-1-2
	CTGCAGCAATGGCAACAACG
	ATCCGCCTCCATCCAGTCTA
	/56-FAM/ACTTACTCT/ZEN/AGCTTCCCGGCAACA/3IABkFQ/

	TEM-1-3
	TCCTTGAGAGTTTTCGCCCC
	CGGCGTCAACACGGGATAAT
	/56-FAM/AGTTCTGCT/ZEN/ATGTGGCGCGGT/3IABkFQ/

	TEM-1-4
	TGGGTCTCGCGGTATCATTG
	TGACTCCCCGTCGTGTAGAT
	/56-FAM/CAGCACTGG/ZEN/GGCCAGATGGT/3IABkFQ/

	NDM-1
	CAACTGGATCAAGCGGGAGA
	ATCTTGTCCTGATGCGCGTG
	/56-FAM/GCGCTGGCG/ZEN/GTGGTGACT/3IABkFQ/

	TEM-2 ESBL-1
	CGGTCGCCGCATACACTATT
	CATGCCATCCGTAAGATGCT
	/56-FAM/TGGTTGAGT/ZEN/ACTCACCAGTCACAGA/3IABkFQ/

	TEM-2 ESBL-2
	TCCTTGAGAGTTTTCGCCCC
	CGGCGTCAACACGGGATAAT
	/56-FAM/AGTTCTGCT/ZEN/ATGTGGCGCGGT/3IABkFQ/

	TEM-2 ESBL-3
	CTTGATCGTTGGGAACCGGA
	CTACAGGCATCGTGGTGTCA
	/56-FAM/AGCCATACC/ZEN/AAACGACGAGCG/3IABkFQ/
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GroupTarget# Target SEA141 Day 0 SEA144 Day 0 SEA139 Day 0 SEA142 Day 0 SEA145 Day 0 SEA147 Day 0 SEA148 Day 0 SEA149 Day 1 SEA150 Day 0

RT NRT RT NRT RT NRT RT NRT RT NRT RT NRT RT NRT RT NRT RT NRT

1

rrIABCEH

30.24 24.08 35.985 30.785 25.425 38.66 24.18 37.52 25.695 38.435 26.085 38.32 27.37 37.78 30.07

2

rrIDG

29.995 23.6 38.195 30.37 24.775 38.035 23.545 35.89 25.195 35.79 25.585 38.43 27.075 37.345 29.47 38.69

3

rrID

30.21 23.965 36.275 30.365 24.845 37.615 23.745 38.975 25.325 38.935 26.14 38.735 26.955 25.29

4

emrB

5

purD

39.405 39.64

6

yegP

39.22 39.06 39.27

7

atoB

38.3 38.97 38.64 39 39.37

8

yihP

39.48 39.89 37.82 39 39.82

9

rapA-1

10

rapA-2

39.96

11

yghQ

12

gdx

 

13

fihA

39.44 39.28

14

PA0668.4-1

37.145 39.05 35.41 38.62 39.435 37.38

15

PA4280.2

36.755 39.96 34.68 38.825 38.99 38.945 38.985

16

PA0668.4-2

37.615

17

rpoS

18

oprN

19

ahpF

20

PA2727

37.94

21

SAOUSHC-00213

22

SAOUSHC-00438

23

SAOUSHC-00439

38.275

24

SAOUSHC-02876

25

SAOUSHC-R0001,2

35.75 29.955 39.195 32.415 35.975 37.575

26

SAOUSHC-R0009,10

33.845 19.155 38.805 31.335 32.12 27.415 32.415 32.055 32.56 31.835 32.72 31.935 32.98 30.99 31.065

27

SAOUSHC-R0006,7

32.01 32.345 31.25 30.785 35.865 35.135 27.015 38.655 33.335 34.88 33.655 33.52 39.81 35.185

28

SAOUSHC-R0008,9

32.94 38.33 33.985 35.955 33.915 27.895 34.17 36.615 37.89 37.95

29 SAOUSHC-R0008,9,10 34.265 38.29 37.27 39.095 34.67 39.64 29.12 35.61 38.04 35.35 35.755 39.845 35.855 38.62

30 Mex-MexY

31 ESBL CTX-M-223  

32 ompF

33 TEM-1-1 34.575 39.075 34.955 35.76 35.36 37.595 38.265 38.945 38.41 36.2 36.32 31.265 35.65 38.88

34 TEM-1-2 34.095 38.265 37.03 36.32 34.09 36.58 36.09 36.17 38.08 37.87 31.48 37.58

35 TEM-1-3 34.41 39.365 36.785 38.19 35.505 36.32 38.275 38.715 36.865 37.38 38.535 37.535 35.69 37.665

36 TEM-1-4 33.995 35.855 38.565 35.63 27.81 35.73 36.855 39.88 35.645 35.97 36.82 35.19

37 NDM-1 36.8 39.41 39.345 28.08

38 TEM-2 ESBL-1 35.05 38.675 35.85 26.21 36.97 28.615 38.22 37.535 39.04 37.65 38.835 39.2 37.55 36.2

39 TEM-2 ESBL-2 33.93 35.135 37.885 37.46 27.51 36.165 38.2 36.035 37.685 35.81 37.265 38.25 35.47 37.515

40 TEM-2 ESBL-3 36.255 34.835 38.58 36.315 31.98 35.665 37.615 35.94 39.93 38.025 38.975 38.785 33.95 39.625

Control Beta Actin 18.045 18.245 18.35 18.855 19.02 18.545 18.565 19.84 19.78

Escherichia coli

Pseudomonas 

aeruginosa

Staphylococcus aureus

Resistance Genes

eTable 8


