Unveiling antibiotic resistance, clonal diversity, and biofilm formation in E. coli for safer pork production
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Table 1. Primers used to detect antimicrobial genes, virulence genes and phylogenetic groups
	Target gene
	Primers sequences (5´3´)
	Amplicon size (base pairs)
	Reference

	blaCTX-U
	F:CGATGTGCAGTACCAGTAA R:TTAGTGACCAGAATCAGCGG
	585
	(Zong et al., 2008)

	blaTEM
	F:ATTCTTGAAGACGAAAGGGC
R:ACGCTCAGTGGAACGAAAAC
	1150
	(Garcês et al., 2019)

	blaIMP
	F:GTTTATGTTCATACTCG
R: GGTTTAAAAAACAACCAC
	432
	(Aarestrup et al., 2000)

	blaSHV
	F: CACTCAAGGATGTATTGTG
R: TTAGCGTTGCCAGTGCTCG
	885
	(Garcês et al., 2019)

	blaOXA
	F:ACACAATACATATCAACTTCGC
R: AGTGTGTTTAGAATGGTGATC
	813
	(Garcês et al., 2019)

	blaVIM
	F:GATGGTGTTTGGTCGCATA R:CGAATGCGCAGCACCAG
	390
	(Carvalho et al., 2021)

	ampC
	F:AATGGGTTTTCTACGGTCTG
R:GGGCAGCAAATGTGGAGCAA
	191
	(Caroff et al., 1999)

	tetA
	F: GTAATTCTGAGCACTGTCGC
R:CTGTCCTGGACAACATTGCTT
	937
	(Garcês et al., 2019)

	tetM
	F: GTTAAATAGTGTTCTTGGAG
R: CTAAGATATGGCTCTAACAA
	576
	(Aarestrup et al., 2000)

	tetB
	F: CTCAGTATTCCAAGCCTTTG
R: CTAAGCACTTGTCTCCTGTT
	416
	(Garcês et al., 2019)

	Sul2
	F: CGGCATCGTCAACATAACC
R: GTGTGCGGATGAAGTCAG
	722
	(Garcês et al., 2019)

	sul3
	F:CATTCTAGAAAACAGTCGTAGTTCG
R:CATCTGCAGCTAACCTAGGGCTTTGGA
	990
	(Garcês et al., 2019)

	strA
	F: ATTCTGACTGGTTGCCTGTC
R: CGCAGATAGAAGGCAAGG
	815
	(Garcês et al., 2019)

	strB
	F: TTCTCATTGCGGACAACCT
R: TAGATCGCGTTGCTCCTCTT
	747
	(Garcês et al., 2019)

	cmlA
	F: TGTCATTTACGGCATACTCG
R: ATCAGGCATCCCATTCCCAT
	455
	(Garcês et al., 2019)

	ant(2)
	F:ATGTTACGCAGCAGGGCAGTCG
R:CGTCAGATCAATATCATCGTGC
	188
	(Vanhoof et al., n.d.)

	aph(3)
	F:ATGGGCTCGCGATAATGTC
R:CTCACCGAGGCAGTTCCAT
	600
	(Maynard et al., 2004)

	aac(3)-II
	F: ACTGTGATGGGATACGCGTC
R: CTCCGTCAGCGTTTCAGCTA
	237

	(Garcês et al., 2019)

	aac(3)-IV
	F: CTTCAGGATGGCAAGTTGGT
R: TCATCTCGTTCTCCGCTCAT
	286
	(Garcês et al., 2019)

	aadA1
	F:GCAGCGCAATGACATTCTTG
R:ATCCTTCGGCGCGATTTTG
	282
	(Sáenz et al., 2004)

	qnrS
	F: GCAAGTTCATTGAACAGGGT
R:TCTAAACCGTCGAGTTCGGCG
	550
	(Cattoir et al., 2007)

	parC
	F:AAACCTGTTCAGCGCCGCATT
R:AAACCTGTTCAGCGCCGCATT
	395
	(Vila et al., 1996)

	aac(6´)-Ib-cr
	F:TTGCGATGCTCTATGAGTGGC
R:TACTCGAATGCCTGGCGTGTTT
	789
	(Mazel et al., 2000)

	int1
	F:GGGTCAAGGATCTGGATTTCG R:ACATGCGTGTAAATCATCGTCG
	483
	(Carvalho et al., 2021)

	int2
	F:CACGGATATGCGACAAAAAGGT
R: GTAGCAAACGAGTGACGAAATG
	788
	(Sáenz et al., 2004)

	RVint1
	F:GGCATCCAAGCAGCAAG
R:AAGCAGACTTGACCTGA
	Variable
	(Mazel et al., 2000)

	RVint2
	F:GATGCCATCGCAAGTACGAG
R:CGGGATCCCGGACGGCATGCACGATTTGTA
	Variable
	(Mazel et al., 2000)

	fimA
	F: GTTGTTCTGTCGGCTCTGTC
R: ATGGTGTTGGTTCCGTTATTC
	447
	(Garcês et al., 2019)

	papGIII
	F: CATTTATCGTCCTCAACTTAG
R: AAGAAGGGATTTTGTAGCGTC
	482
	(Garcês et al., 2019)

	hlyA
	F:AACAAGGATAAGCACTGTTCTGGCT
R: ACCATATAAGCGGTCATTCCCGTCA
	1177
	(Yamamoto et al., 1995)

	cnf1
	F:AAGATGGAGTTTCCTATGCAGGAG
R:CATTCAGAGTCCTGCCCTCATTATT
	498
	(Garcês et al., 2019)

	papC
	F:GACGGCTGTACTGCAGGGTGTGGCG
R:ATATCCTTTCTGCAGGGATGCAATA
	328
	(Garcês et al., 2019)

	aer
	F:TACCGGATTGTCATATGCAGACCGT
R:AATATCTTCCTCCAGTCCGGAGAAG
	602
	(Garcês et al., 2019)

	eae
	F:CATTATGGAACGGCAGGT
R: ATCTTCTGCGTACTGCGTTCA
	2941
	(Bardiau et al., 2011)

	bfp
	F:AACTACATCTAGTACTCAACAACAG
R: ATGTGCTTGAATAACACCATCATCT
	575
	(Bardiau et al., 2011)

	chuA
	F: GACGAACCAACGGTCAGGAT
R: TGCCGCCAGTACCAAAGACA
	279
	(Garcês et al., 2019)

	yjaA
	F: TGAAGTGTCAGGAGACGCTG
R: ATGGAGAATGCGTTCCTCAAC
	211
	(Garcês et al., 2019)

	tspE4.C2
	F: GAGTAATGTCGGGGCATTCA
R: CGCGCCAACAAAGTATTACG
	152
	(Garcês et al., 2019)
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