Supplementary table 1: Microbial and antibiotic resistance gene target sequences used for molecular inversion probe design. The 5 nt pathogen ID is highlighted in bold. Probe arm sequences are highlighted in green.
	No
	Target
	Probe name
	Accession number
	Target sequence

	1
	Aspergillus fumigatus
	MIP_Afum_1
	XM_750992.1
	5’-TTCTCAACGGGGGTGTTGCGTACACTCGTACGGTGGACCGGGTTGGA-3’

	2
	Aspergillus fumigatus
	MIP_Afum_2
	L76086.1
	5’-TTCTCCATCGCTGGCTAGGACCCCCTAGGTCGATTACCTCCGATCGCCT-3’

	3
	Aspergillus fumigatus
	MIP_Afum_3
	AY433801.1
	5’-TTCTCAAGAAGTATGACGCTTTACCTAGTCTACGGGAATTGCTAACAGATCCAGC-3’

	4
	Candida albicans
	MIP_Calb_1
	CP025158.1
	5’-TTGCTACTGACTCAAGTAAAGAACGGAGTGCAATTTAAAGTAATTGGCCCGTTA-3’

	5
	Candida albicans
	MIP_Calb_2
	CP025165.1
	5’-TTGCTAGAACTCATAATCCAAAGGTATAAATCGGCACTAGTTTGATTTTTGTAGCGT-3’

	6
	Candida albicans
	MIP_Calb_3
	CP025163.1
	5’-TTGCTGCATTTGTTGATATTGCTGCAAATTAGAGCAGTAAGTTAGATCATTTTGAATT-3’

	7
	Candida albicans
	MIP_Calb_4
	CP025165.1
	5’-TTGCTGGCCTCATAAGCCGCAATCTTTGTGACCGTCGTACTTAAACCACTTGAAC-3’

	8
	Candida albicans
	MIP_Calb_5
	CP025158.1
	5’-TTGCTCAGTGCATTTAGTATACTGAGTGAACTGGTACCTGTGACATTCAAGATAACTG-3’

	9
	Candida albicans
	MIP_Calb_6
	CP025163.1
	5’-TTGCTACTGAGAAACCTTTGGTGGAGCATAACTATGACTGGTCGTTGCAGTAT-3’

	10
	Candida albicans
	MIP_Calb_7
	CP025159.1
	5’-TTGCTTGCCGGTTGCCAACGCTTGTACCATTCTCTAGTACCAACTTACATCCT-3’

	11
	Candida albicans
	MIP_Calb_8
	CP025182.1
	5’-TTGCTGATCTGCCATTATTGTACTGGCTTGATCTAGACTAATGAAAGTGTTTCCTGTA-3’

	12
	Candida albicans
	MIP_Calb_9
	CP025165.1
	5’-TTGCTTCTTAATACAATAATTTAATACGGTAGTTAGTTGGTTTTCACTAATCAATTAACT-3’

	13
	Candida albicans
	MIP_Calb_10
	CP025152.1
	5’-TTGCTATAAACCTATCGACCCTAGATCACGAGCACAGAAACGTGCTAAAAGCTATT-3’

	14
	Candida albicans
	MIP_Calb_11
	CP025165.1
	5’-TTGCTCTTTTATACCAAACTCATGTTTCACGTCCTTCCGGCATATGTTTCC-3’

	15
	Candida dubliniensis
	MIP_Cdub_1
	FM992690.1
	5’-TTAGGACGGCTAGTGGTACACTAGGAGTAGCGCCAAACGCGTCTTCAC-3’

	16
	Candida dubliniensis
	MIP_Cdub_2
	FM992693.1
	5’-TTAGGATTAGTAATGGGCCTATAGGCACGTCGAAACTTATATTCCCCAACGACAA-3’

	17
	Candida dubliniensis
	MIP_Cdub_3
	FM992689.1
	5’-TTAGGATATGGGGAGGTCCGCTACTCGTGTAAGGGAATTCTGTATTTTGAAAAAC-3’

	18
	Candida Glabrata
	MIP_Cgla_1
	CR380956.2
	5’-TCTTGTCAGAACCTGACTCCATACTAACATACTCGTCCGCACTCACACG-3’

	19
	Candida Glabrata
	MIP_Cgla_2
	CR380951.2
	5’-TCTTGGTGATATCTACCTGGTACACGTAATCTAACGAACATAGCATGTTGAAC-3’

	20
	Candida Glabrata
	MIP_Cgla_3
	CR380951.2
	5’-TCTTGCTTTAATGGTCAGAGCGCTAGTGCGTACATCGGTTCATACCCCTATTG-3’

	21
	Citrobacter koseri
	MIP_Ckos_1
	CP000822.1
	5’-TCCGTTAGCCGGGTTTAAGCGTCAACTAAGCCCGTAATTTGCGATACACGAGAA-3’

	22
	Citrobacter koseri
	MIP_Ckos_2
	CP000822.1
	5’-TCCGTCGTTACCGGCATTCCGACGTAAGGGGCGATTTCCGCCAGAT-3’

	23
	Candida parapsilosis
	MIP_Cpar_1
	HE605203.1
	5’-TCGACTCTACAGTCTCTCGTGTCTACCCCGCGTGAGTGGAGACGGTGCG-3’

	24
	Candida parapsilosis
	MIP_Cpar_2
	HE605204.1
	5’-TCGACGATGCCCACTTACGTGACTAGACTCCCCATACCGACGCGTCAG-3’

	25
	Candida parapsilosis
	MIP_Cpar_3
	HE605206.1
	5’-TCGACCAACCAAACCATGCCTATCCAACTAACGGACGATGAGCCTTTCACG-3’

	26
	Candida tropicalis
	MIP_Ctro_1
	XM_002548020.1
	5’-TCACACACATAAAGCACCCTACCGGTTAACGTGGGAGGAGAAGCAAGAATTAGA-3’

	27
	Candida tropicalis
	MIP_Ctro_2
	XM_002548636.1
	5’-TCACAGGTAATGACAATCTTGTATGCATATGGGACGCTAGATCTACGTCTAATGCTC-3’

	28
	Candida tropicalis
	MIP_Ctro_3
	XM_002546864.1
	5’-TCACAAATGATAAGTTTGTGGCCTCCGATAGGGTTGGTCATTTCTGGAATTTTTTAC-3’

	29
	Escherichia coli
	MIP_Ecol_1
	CP024278.1
	5’-TGTCCGGTGATGCGCATTATGTGTCGTCGCGGCTTCGAAATGGACTTTGCTG-3’

	30
	Escherichia coli
	MIP_Ecol_2
	CP024278.1
	5’-TGTCCAACGTCGTTACTATCCTTACGGTTCGGCGTTGACCCACGTCATCG-3’

	31
	Escherichia coli
	MIP_Ecol_3
	CP024278.1
	5’-TGTCCAAGCCAGCCAGTTCCAGGATTTTCGCTTCCCACTCTGCGTCG-3’

	32
	Escherichia coli
	MIP_Ecol_4
	CP024278.1
	5’-TGTCCGAGGAAGGGAGTAAAGTTAATACCTTTGCTCATTGACGTTACCCGCA-3’

	33
	Enterococcus faecalis
	MIP_Efae_1
	CP008816.1
	5’-TGCAGGATCGCTTTGTTGGCTTAATCGGCTTGACAGACGTTGTAGATAAAATGTTTGATT-3’

	34
	Enterococcus faecalis
	MIP_Efae_2
	CP008816.1
	5’-TGCAGCTGATTTAATCACGCCAGATTCGCCGACACAACGTGTAGGTGGCAA-3’

	35
	Enterococcus faecalis
	MIP_Efae_3
	CP008816.1
	5’-TGCAGTTAGAAGTTGTTGAGATCGGAGCAACGCGTAGTGTTGGTTCTGTTCCC-3’

	36
	Enterococcus faecalis
	MIP_Efae_4
	CP008816.1
	5’-TGCAGGGACTTCTTACGGACTATTAGGAATCCCAGGAGACTTC-3’

	37
	Enterococcus faecalis
	MIP_Efae_5
	CP008816.1
	5’-TGCAGCTAAAGTCATTCGGCGGGCGCTAGACATTTGGAAACCAATCGG-3’

	38
	Enterococcus faecalis
	MIP_Efae_6
	CP029612.1
	5’-TGCAGTATGCCATGCGGCATAAACTGTTATGCGGTATTAGCACCTGTTTCCAAGT-3’

	39
	Enterococcus faecalis
	MIP_Efae_7
	CP008816.1
	5’-TGCAGGAATTTACAGATCCGGAACAAATTTTTCACGAGATTCGGATGAATTGG-3’

	40
	Enterococcus faecalis
	MIP_Efae_8
	CP008816.1
	5’-TGCAGTGGTTCCCATTTTCTTCGTAATACTCCACGTAATCCCAACTGGCAAGA-3’

	41
	Enterococcus faecalis
	MIP_Efae_9
	CP008816.1
	5’-TGCAGGAATTTACCGTTTAGTGTGCATACGAGAGAGGCATTAGAAGATACCTATCGA-3’

	42
	Enterococcus faecalis
	MIP_Efae_10
	CP029612.1
	5’-TGCAGAAACTAATGGCACTCGTAGTACCGACCGCATTTTTCAACTCGGTAGGTTG-3’

	43
	Enterococcus faecalis
	MIP_Efae_11
	CP008816.1
	5’-TGCAGTACCGACCGCATTTTTCAACTCGGTAGGTTGGTTGTAATTTGAGAAACTCG-3’

	44
	Enterococcus faecalis
	MIP_Efae_12
	CP008816.1
	5’-TGCAGCTATCAGTTACCGGATTTGTAACGTGTCGGACAGAATACTTTTGTGGAGAAGG-3’

	45
	Enterococcus faecium
	MIP_Efam_1
	CP014449.1
	5’-TGGTACTTGTAATTTCCCTTTACCGATAATCGTTTGCCGATCCACTTGTG-3’

	46
	Enterococcus faecium
	MIP_Efam_2
	CP014449.1
	5’-TGGTATGCTTCCGCCGTTTATACGTGTTTAGAGCGTGAGACAAAAGTGTTCTTTAC-3’

	47
	Enterococcus faecium
	MIP_Efam_3
	CP018065.1
	5’-TGGTACAAAACGAACGGGGAATGGCGATACTTTGACAGCACAAGAGTGGCT-3’

	48
	Enterococcus faecium
	MIP_Efam_4
	CP014449.1
	5’-TGGTAAATACTGTAGACATTTTCGCTTGCTACACCGACTTCTTTTGGTTCCATGT-3’

	49
	Enterococcus faecium
	MIP_Efam_5
	CP014449.1
	5’-TGGTAATGAGATCAATGCGTAACTGACGCTAAGTGCAACATGCCCCAGCGAGG-3’

	50
	Enterococcus faecium
	MIP_Efam_6
	CP014449.1
	5’-TGGTATAAATGAGATCAATGCGTAACTGACGCTAAGTGCAACATGCCCCAG-3’

	51
	Enterococcus faecium
	MIP_Efam_7
	CP011281.1
	5’-TGGTAAGATGCGGTTGTTTTATACGGAAATTCGCCAGAAATCGGGAAAGTAGAAGA-3’

	52
	Enterococcus faecium
	MIP_Efam_8
	CP018065.1
	5’-TGGTACTTTTTGGACCGCTTCTGGCGAAATCTCGTCCCCAATCTTTTTTTTGA-3’

	53
	Haemophilus influenzae
	MIP_Hinf_1
	FQ670204.1
	5’-CTTCGACACCTTTCGCTTCACTCACTCTCAGAGTGGTGGGTCTGAGTGG-3’

	54
	Haemophilus influenzae
	MIP_Hinf_2
	FQ670204.1
	5’-CTTCGGCTTAGTACCACAATATGGTTTTTAGATACGGGATTATCACCCTCTTTGA-3’

	55
	Haemophilus influenzae
	MIP_Hinf_3
	CP020014.
	5’-CTTCGCTTTCGTTTCACTCACTCTCAGAGTGGTGGGTCTGAGTGGACTTGAACC-3’

	56
	Klebsiella oxytoca
	MIP_Koxy_1
	CP029128.1
	5’-CTCGAGGCAGAAGTGCATAGATGCACGCTTCATTACGGCGCATGATTATG-3’

	57
	Klebsiella pneumoniae
	MIP_Kpne_1
	CP022611.1
	5’-CTAACGGGAGAAGGCACGCTGGTGTGTAGGTGAAGTCCCTGCGGATG-3’

	58
	Klebsiella pneumoniae
	MIP_Kpne_2
	CP022611.1
	5’-CTAACTCAGAGTCAACCCGTTTTTCAGGATTTTTCTCTGCAACCGAACCG-3’

	59
	Klebsiella pneumoniae
	MIP_Kpne_3
	CP022611.1
	5’-CTAACTCCGTGCAAAACACGGCCCTCAGCCCGCATCCATGCGGGCTG-3’

	60
	Klebsiella pneumoniae
	MIP_Kpne_4
	CP022611.1
	5’-CTAACCCTGAACCATAACCCGAACAATCCGGCCTGGGCTGACCGTGAC-3’

	61
	Klebsiella pneumoniae
	MIP_Kpne_5
	CP022611.1
	5’-CTAACCGCAGGGACTTCACCTACACACCAGCGTGCCTTCTCCCGAAG-3’

	62
	Klebsiella pneumoniae
	MIP_Kpne_6
	CP022611.1
	5’-CTAACACTTTACCCGGCCGAGTATCGTTATCAAACCTAACGCCAATGC-3’

	63
	Klebsiella pneumoniae
	MIP_Kpne_7
	CP022611.1
	5’-CTAACGCAGGGACTTCACCTACACACCAGCGTGCCTTCTCCCGAAGTTAC-3’

	64
	Klebsiella pneumoniae
	MIP_Kpne_8
	CP022611.1
	5’-CTAACGGCTGGCCACCTGGATACCTATATCCCGGAACCAGAGCGT-3’

	65
	MecA antibiotic resistance gene
	MIP_mecA_1
	CP030326.1
	5’-CCTATGCTATTATCGTCAACGATTGTGACACGATAGCCATCTTCATGTTGGAG-3’

	66
	MecA antibiotic resistance gene
	MIP_mecA_2
	CP030326.1
	5’-CCTATAGCAACCATCGTTACGGATTGCTTCACTGTTTTGTTATTCATCTATATCGTAT-3’

	67
	MecA antibiotic resistance gene
	MIP_mecA_3
	CP030326.1
	5’-CCTATTGTATTGGCCAATTCCACATTGTTTCGGTCTAAAATTTTACCACGTTCTGATTT-3’

	68
	MecA antibiotic resistance gene
	MIP_mecA_4
	NG_047955.1
	5’-CGCTTGCCAAAAAATTTGAGCAAGGTATGCAAGATTTGGGAATCGGTGAAAA-3’

	69
	MecA antibiotic resistance gene
	MIP_mecA_5
	NG_047955.1
	5’-CGCTTAATCGGTGAAAATATCCCGAGTGATTATCCCTTTTATAAAGCACAAATCTCA-3’

	70
	MecA antibiotic resistance gene
	MIP_mecA_6
	HF569116.1
	5’-CGCTTGGATAATCACTCGGGATATTTTCACCGATTCCCAAATCTTGCATACCTT-3’

	71
	Proteus mirabilis
	MIP_Pmirab_1
	CP017085.1
	5’-CATTCGGTCGGGGTTGTCTGGCTCTTGCGAGGTTAACCGCAACATATAGTGTTTA-3’

	72
	Neisseria meningitidis
	MIP_Nmen_1
	CP015886.1
	5’-CAGCAGCCGTTGCTTTTGTCTTGGCGAAGGTAGCGGTAAATGGTGCTGTGGTG-3’

	73
	Neisseria meningitidis
	MIP_Nmen_2
	CP015886.1
	5’-CAGCAGTTCAGTTGCTACGGTTACTGTCAGGTTTCGGTTATGTTGGAATTTCG-3’

	74
	Neisseria meningitidis
	MIP_Nmen_3
	CP007668.1
	5’-CAGCATCCACCACAACGGTATAGACCCGTCCGTTGCGTTTCAGAATGCC-3’

	75
	Pseudomonas aeruginosa
	MIP_Paer_1
	CP015117.1
	5’-CAAGTCGTGTGTCTCCCATGCTCGGCACTTCTGGGTATTCGGAGTTTGCA-3’

	76
	Pseudomonas aeruginosa
	MIP_Paer_2
	CP017149.1
	5’-CAAGTTCAAGCATTTACTCTTCGTCGTCGCCGGGAGTGGTGCGCATTATAGG-3’

	77
	Pseudomonas aeruginosa
	MIP_Paer_3
	CP017149.1
	5’-CAAGTGTGCGGCACGTGACGCTGGCCTACACCCTCTTCGATATCACTGC-3’

	78
	Pseudomonas aeruginosa
	MIP_Paer_4
	CP011857.1
	5’-CAAGTCAGGAACAGATCTTCGTCCATGCCCAGCGCGACTGGGACGAGAACAT-3’

	79
	Pseudomonas aeruginosa
	MIP_Paer_5
	CP017149.1
	5’-CAAGTTGGCCTTCCTGGTAGGTGTTGCCGACCGAATCCTCGGTGAAGGC-3’

	80
	Pseudomonas aeruginosa
	MIP_Paer_6
	CP017149.1
	5’-CAAGTGGTGCCGGTGATGGACATATAGGCGGGGGTTGCCATGGATAC-3’

	81
	Pseudomonas aeruginosa
	MIP_Paer_7
	CP017149.1
	5’-CAAGTAACCAGGGAATCACGGCACACATGAGCAAGACGATCACATGGACG-3’

	82
	Pseudomonas aeruginosa
	MIP_Paer_8
	CP017149.1
	5’-CAAGTCGATGAGGAACGACAGGGCGAGCATCTTCAGCGAGGGGTGTTT-3’

	83
	Pseudomonas aeruginosa
	MIP_Paer_9
	CP017149.1
	5’-CAAGTTGGCATCGGTCAATGCCGCTAGTCGGCCTTCCTTCTGCCATTGG-3’

	84
	Streptococcus agalactiae
	MIP_Saga_1
	CP019814.1
	5’-GTTGTGTCACGGAAACAAAGGTGTCGTCTCACGTATTGTTCCTGTTGAAGATATGC-3’

	85
	Streptococcus agalactiae
	MIP_Saga_2
	CP030845.1
	5’-GTTGTGTAAGAGTTGCACTTGACGGATATCTAGGCGATCAAATAAACAAGCAAA-3’

	86
	Streptococcus agalactiae
	MIP_Saga_3
	CP019837.1
	5’-GTTGTCCCGATCATATTGGTCCTATCGAGCACCCTACATTCGAAGATTATTTTTTC-3’

	87
	Staphylococcus aureus
	MIP_Saur_1
	CP030326.1
	5’-GTGTGCATTAGGGACAGTACCTAAGTTAGACGATTCTCGTGTCTTACTTGCACAAG-3’

	88
	Staphylococcus aureus
	MIP_Saur_2
	CP030326.1
	5’-GTGTGTTTTAAAAGATTAGCGTTATACGGTGAGTACAACATGATCTGTTAATATAACAAGCC-3’

	89
	Staphylococcus aureus
	MIP_Saur_3
	CP030326.1
	5’-GTGTGCTTAGCGTCGATGGTAGTCGAACTTACGTTCCGCTAGAGTAGAACGTT-3’

	90
	Staphylococcus aureus
	MIP_Saur_4
	CP030326.1
	5’-GTGTGATAAATCAATGTTCTATGCTCTACGAAGTTATATTGGCAGTAGTTGACTGAAC-3’

	91
	Staphylococcus aureus
	MIP_Saur_5
	CP030326.1
	5’-GTGTGGGTAATAATCCTGTAGTCGAAAATGTTGTCTCTCTTGAGTGGATCCTGAG-3’

	92
	Staphylococcus aureus
	MIP_Saur_6
	CP030326.1
	5’-GTGTGAGGATAGGCGAAGCGTGCGATTGGATTGCACGTCTAAGCAGTAAGG-3’

	93
	Staphylococcus epidermidis
	MIP_Sepi_1
	CP010942.1
	5’-GCCTAGTACGGTTTAACATTAATTCTGAATCGTGAGGGTTAACTCGTAAGTCAGCACG-3’

	94
	Staphylococcus epidermidis
	MIP_Sepi_2
	CP022247.1
	5’-GCCTAATCGGTCGTGTAGCACAAGTGCATATTGACGATAAAGTAATTATGGACAACG-3’

	95
	Staphylococcus haemolyticus
	MIP_Shae_1
	AP006716.1
	5’-GCAAGACTTAAGTGAGTGGGTTATCTATCTAAGATCGACTTTAGAGAACTATTTTAGAAC-3’

	96
	Staphylococcus haemolyticus
	MIP_Shae_2
	CP013911.1
	5’-GCAAGGTTCGATGGCTAATCCGTAAGTGACATCGGCATTGCCTACTGCTTTA-3’

	97
	Staphylococcus haemolyticus
	MIP_Shae_3
	CP013911.1
	5’-GCAAGTACAAGTATCCTCGTCTCTTCGATATTGTACACAAGGCCATCGATCAGAC-3’

	98
	Staphylococcus lugdunensis
	MIP_Slug_1
	LS483312.1
	5’-GGTAAGCTTGAGTATTGCACTTTGACTAATACGTCACCTTCTGGTAGGTCGTCG-3’

	99
	Staphylococcus lugdunensis
	MIP_Slug_2
	CP020769.1
	5’-GGTAATGTCAGTGTGATCAGCGTTAGGCTGCTCATTCGTTTCCACTGTCGG-3’

	100
	Staphylococcus lugdunensis
	MIP_Slug_3
	LS483312.1
	5’-GGTAAACGTATTACCACTGCTATACATAGCGTACAAAATACGGCGTTGTACTGG-3’

	101
	Streptococcus mutans
	MIP_Smut_1
	CP013237.1
	5’-GGATCACATGCTTTAAAACGAACCCTAGCAGAGGCCGCTGCTATTAGTCAGGTGA-3’

	102
	Streptococcus mutans
	MIP_Smut_2
	CP013237.1
	5’-GGATCGAAGTCATGCGGACACTTAATACGCTGGATGTTACCGCCATAGAAGAAA-3’

	103
	Streptococcus pneumoniae
	MIP_Spne_1
	CP000410.2
	5’-GACCTGTGGAAAGAGATTCGTAAACGTGGATTTAAGAATAAAGCCTTTCGAACTTT-3’

	104
	Streptococcus pneumoniae
	MIP_Spne_2
	CP000410.2
	5’-GACCTGCTCTTAGTACTTGGTTTGTTTACCGTTATGCGGATAAGATTCAAAAAGAT-3’

	105
	Streptococcus pneumoniae
	MIP_Spne_3
	CP000410.2
	5’-GACCTAGGGTTATACTCCTGGTCACAAATCCTACGTCAGTCAAGAGAAGATTGC-3’

	106
	Streptococcus pneumoniae
	MIP_Spne_4
	CP000410.2
	5’-GACCTGTCTTTGTCACTTGCTTCTCTCAAGCGACAACTATATTAGTATATCACAGCCA-3’

	107
	Streptococcus pneumoniae
	MIP_Spne_5
	CP000410.2
	5’-GACCTAACTTTTAAGTTAATTCGGGCATCCAACTCTTGTTCTGGTTGGAAGTACTTTTC-3’

	108
	Streptococcus pyogenes
	MIP_Spyo_1
	CP021640.1
	5’-ATGGCTCGGGGCATTACTGACAACAGGTAGCGTTATTGTTACCTGGCTTGGAG-3’

	109
	Streptococcus pyogenes
	MIP_Spyo_2
	CP021640.1
	5’-ATGGCCTAGTGTATAGCCATATACGTTAGCATTGACTGCTGTTCCATTTGAAAAG-3’

	110
	Streptococcus pyogenes
	MIP_Spyo_3
	CP021640.1
	5’-ATGGCGCTTTTTTCAGAGATATAGGAGGTTTGACTAGCGATGCCAACATTTCTA-3’

	111
	Streptococcus salivarius
	MIP_Ssal_1
	LS483366.1
	5’-ACTGAGAGTGCTAGGTGTTGGATCCTTTCCGGGATTCAGTGCCGCAGCTA-3’

	112
	Streptococcus salivarius
	MIP_Ssal_2
	LS483366.1
	5’-ACTGACTATGACCTCGGGACGCCAGTTTCGAGTGAGGCGTTGTTGGG-3’

	113
	Streptococcus salivarius
	MIP_Ssal_3
	CP014144.1
	5’-ACTGACACTGCGGCTGACCATAAGTCAGCGCCCCTTCTCCCGAAGTTACG-3’

	114
	Streptococcus sanguinis
	MIP_Ssang_1
	CP000387.1
	5’-ACGTTGTCCCAAGAACCGTTCCCTTACTAGGCCTTTAAGCCTATCCAGGTCTTC-3’

	115
	Streptococcus sanguinis
	MIP_Ssang_2
	CP000387.1
	5’-ACGTTGTTCCATCTGATCAACGATGTCGTATGGGCTAGTGTAAGTCTGATTGTCAATC-3’

	116
	Staphylococcus saprophyticus
	MIP_Ssapr_1
	AP008934.1
	5’-AGCCATCTAGGACTGTCGGCTATCTTATCCGGACTCGTCATCTTGCCCGGA-3’

	117
	Staphylococcus saprophyticus
	MIP_Ssapr_2
	AP008934.1
	5’-AGCCATCAAATATCGCATTATAAGTTTGACGTGTCCGTAATAAATCCGAAATATAAATAT-3’

	118
	Staphylococcus aureus
	MIP_Staph_1
	CP030323.1
	5’-AACTGCCTTCCTCTGGAAACCTTAGTCAATCGGTGGACGGGATTCTCACC-3’

	119
	Staphylococcus aureus
	MIP_Staph_2
	CP030323.1
	5’-AACTGGAATTTCACGTGCTCCGTCGTACTCAGGATCCACTCAAGAGAGACAACATT-3’

	120
	Staphylococcus aureus
	MIP_Staph_3
	CP030323.1
	5’-AACTGTCTCCGCTACCCTCAGTTCATCCGCTCACTTTTCAACGTAAGTCGGTT-3’

	121
	Streptococcus sp.
	MIP_Strep_1
	LS483335.1
	5’-TGCACCGTGTGCCTACAACAAGTTCGAGCCCGTTAATGGGTGAGAGCGTG-3’

	122
	Streptococcus sp.
	MIP_Strep_2
	LS483520.1
	5’-TGCACTGGGTTAGTCGGGACCTAAGGAGAGACCGAAAGGTGTATCCGATG-3’

	123
	Streptococcus sp.
	MIP_Strep_3
	LS483334.1
	5’-TGCACATTTGTAATCAGAGGGTCGCGTGTTCAAGTCATGTAGCCGGCATT-3’

	124
	Streptococcus sp.
	MIP_Strep_4
	MH628246.1
	5’-TGCACCAGCCGCGGTAATACGTAGGTCCCGAGCGTTGTCCGGATTTATTG-3’

	125
	Streptococcus sp.
	MIP_Strep_5
	LS483334.1
	5’-TGCACCCGTAGTGTAGCGGTTATCACGTCGCCCTGTCACGGCGAAGATC-3’

	126
	Streptococcus sp.
	MIP_Strep_6
	LS483335.1
	5’-TGCACGTCCACCGTAAGACTAAGGTTTCCAGGGGAAGGCTCGTCCGCC-3’

	127
	Streptococcus sp.
	MIP_Strep_7
	LS483335.1
	5’-TGCACAGTCAGACTGCGAGTGCTAAGATCCGTAGTCGAAAGGGAAACAGC-3’

	128
	VanA gene
	MIP_vanA_1
	CP025391.1
	5’-GTGCTCAGAGGAGCGAGGACGGATACAGGAAACGGCAAAAAAAATATATAAAGC-3’

	129
	VanA gene
	MIP_vanA_2
	KX574671.1
	5’-GTGCTTTTCCGGCTCGACTTCCTGATGAATACGAAAGATTCCGTACTGCAG-3’

	130
	VanA gene
	MIP_vanA_3
	MG674582.1
	5’-GTGCTGGAAACAGTGCCGCGTTAGTTGTTGGCGAGGTGGACCAAATCAGG-3’
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	Escherichia coli
	MIP_EC1
	CP119120.1
	5’-TGTCCAGTCGAGCATCTCTTCAGCGTAAGGGTAATGCGAGGTACG-3’

	132
	Klebsiella oxytoca
	MIP_Koxy2
	OX030698.1
	5’-CTCGACCTGCTGCAGCGCCTGGGTATTCAGCGTGGTGCCGTCAC-3’

	133
	Klebsiella pneumoniae
	MIP_Kpneu2
	CP090222.1
	5’-CTAACATTCACAAGAAGCCGTTGATGTGAAACCTGGGTCAAAGGTA-3’

	134
	Pseudomonas aeruginosa
	MIP_PA3
	CP117300.1
	5’-CAAGTCGACCTGTCGACCACCGGCAGTCCGGCGATTTCCAGCCAGTAC-3’

	135
	Pseudomonas aeruginosa
	MIP_PA5
	CP117300.1
	5’-CAAGTGAACACCTTGATGTTCGAAGGCTTCTCGTGGCCGATCGGCACC-3’

	136
	Pseudomonas aeruginosa
	MIP_PA6
	MK264344.1
	5’-CAAGTCACTTTCTCCCTCAGGACGTATGCGGTATTAGCGCC-3’

	137
	Proteus mirabilis
	MIP_Pmira1
	CP046048.1
	5’-CATTCGGGGCAACCACCGCTAAGTTGGTAGTTTGAGAATGCGCA-3’

	138
	Proteus mirabilis
	MIP_Pmira2
	CP046048.1
	5’-CATTCACGACGACGTAATGCTAATAAGTAGCTACCTTTAGCAAA-3’

	139
	Staphylococcus aureus
	MIP_SA2
	CP119113.1
	5’-GTGTGACCTGAAACAAAGCATCCTAAAAAAGGTGTAGAGAAATATGG-3’

	140
	MecA gene
	MIP_mecA1
	OP104250.1
	5’-CCTATTGAATTATTAGCACTTGTAAGCACACCTTCATATGACGTCTAT-3’

	141
	Klebsiella pneumoniae carbapenem resistant beta-lactamase
	MIP_KPC
	ON921318.1
	5’-GCATTTACAGTGATAACGCCGCCGCCAATTTGTTGCTGAAGGAGTTGG-3’

	142
	New Delhi metallo-beta-lactamase
	MIP_NDM2
	NG_076661.1
	5’-ATCGCCACCGAATGTCTGGCAGCACACTTCCTATCTCGACATGCCGG-3’

	143
	OXA-48 beta-lactamase
	MIP_Oxa_48
	CP104800.1
	5’-GTAGAAAGGATTTACCAATAATCTTAAACGGGCGAACCAAGCATTTTTA-3’

	144
	VIM beta-lactamase
	MIP_VIM
	ON059758.1
	5’-TCCATGGTGATGAGTTGCTTTTGATTGATACAGCGTGGGGTGCG-3’
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