Table S1. Primers used in this study
	Gen
	Forward
	Reverse
	Size (bp)
	Refe-rence

	blaTEM
	 ATAAAATTCTTGAAGACGAAA
	 GACAGTTACCAATGCTTAATCA
	1083
	19

	blaSHV 
	AGCCGCTTGAGCAAATTAAAC 
	ATCCCGCAGATAAATCACCAC
	713
	20

	blaCTX-M-1
	TTAGGAARTGTGCCGCTGYA
	CGATATCGTTGGTGGTRCCAT
	688
	20

	blaCTX-M-2
	CGTTAACGGCACGATGAC
	CGATATCGTTGGTGGTRCCAT
	404
	20

	blaCTX-M-9
	TCAAGCCTGCCGATCTGGT
	TGATTCTCGCCGCTGAAG
	561
	20

	blaCTX-M8/25
	AACRCRCAGACGCTCTAC
	TCGAGCCGGAASGTGTYAT
	326
	20

	blaLAT
	CGAAGAGGCAATGACCAGAC
	ACGGACAGGGTTAGGATAGY
	538
	20

	blaDHA
	TGATGGCACAGCAGGATATTC
	GCTTTGACTCTTTCGGTATTCG
	997
	20

	fimH
	TGCAGAACGGATAAGCCGTGG
	GCAGTCACCTGCCCTCCGGTA
	508
	25

	papC 
	GACGGCTGTACTGCAGGGTGTGGCG
	ATATCCTTTCTGCAGGGATGCAATA
	328
	26

	sfa
	CTCCGGAGAACTGGGTGCATCTTAC
	CGGAGGAGTAATTACAAACCTGGCA
	410
	26

	cnf1
	AAGATGGAGTTTCCTATGCAGGAG
	CATTCAGAGTCCTGCCCTCATTATT
	498
	25

	sat
	GTTGTCTCTGGCTGTTGC
	AATGATGTTCCTCCAGAGC
	501
	28

	hlyCA
	AGATTCTTGGGCATGTATCCT
	TTGCTTTGCAGACTGTAGTGT
	556
	26

	pet
	CGTCGGGAACGGGTAGAATCG
	GGCACAGAATAAAGGGGTGTTT
	302
	27

	vat
	AACGGTTGGTGGCAACAATCC
	AGCCCTGTAGAATGGCGAGTA
	420
	27

	picU
	GGAAGTGACAGGGCATTTG
	CTTCGTATTGCCACCACTG
	1011
	27

	iroN
	AAGTCAAAGCAGGGGTTGCCCG
	GACGCCGACATTAAGACGCAG
	665
	24

	iutA
	GGCTGGACATCATGGGAACTGG
	CGTCGGGAACGGGTAGAATCG
	302
	30

	iucC
	AAACCTGGCTTACGCAACTGT
	ACCCGTCTGCAAATCATGGAT
	269
	26
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	Gen
	Forward
	Reverse
	Size (bp)
	Refe-rence

	irp2
	AAGGATTCGCTGTTACCGGAC
	TCGTCGGGCAGCGTTTCTTCT
	287
	29

	chuA
	ATGGTACCGGACGAACCAAC
	TGCCGCCAGTACCAAAGACA
	288
	11

	yjaA
	CAAACGTGAAGTGTCAGGAG
	AATGCGTTCCTCAACCTGTG
	211
	11

	TspE4.C2
	CACTATTCGTAAGGTCATCC
	AGTTTATCGCTGCGGGTCGC
	152
	11

	arpA
	AACGCTATTCGCCAGCTTGC
	TCTCCCCATACCGTACGCTA
	400
	11

	adk
	ATTCTGCTTGGCGCTCCGGG
	CCGTCAACTTTCGCGTATTT
	584
	 35

	mdh
	ATGAAAGTCGCAGTCCTCGGCGCTGCTGGCGG
	TTAACGAACTCCTGCCCCAGAGCGATATCTTTCTT
	932
	 35

	icd
	ATGGAAAGTAAAGTAGTTGTTCCGGCACA
	GGACGCAGCAGGATCTGTT
	878
	 35

	fumC
	TCACAGGTCGCCAGCGCTTC
	GTACGCAGCGAAAAAGATTC
	806
	 35

	recA
	CGCATTCGCTTTACCCTGACC
	TCGTCGAAATCTACGGACCGGA
	780
	 35

	purA
	CGCGCTGATGAAAGAGATGA
	CATACGGTAAGCCACGCAGA
	816
	 35

	gyrB
	TCGGCGACACGGATGACGGC
	ATCAGGCCTTCACGCGCATC
	911
	 35

	qnrA
	AGAGGATTTCTCACGCCAGG
	TGCCAGGCACAGATCTTGAC
	579
	 21

	qnrB
	GGMATHGAAATTCGCCACTG
	TTYGCBGYYCGCCAGTCGAA
	263
	 21

	qnrS
	GCAAGTTCATTGAACAGGGT
	TCTAAACCGTCGAGTTCGGCG
	427
	 21

	aac(6)-Ib-cr
	TTGGAAGCGGGGACGGAM
	ACACGGCTGGACCATA
	264
	 21


Y=T o C; R=A o G; S=G o C; M=A o C; H=A o T o C; B=G o T o C

