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Table S1. List of primers and annealing conditions in this study
	Target species 
	Primer sequence
	Amplicon 
size (bp)
	References

	Enterococcus spp
	TCA ACC GGG GAG GGT
ATT ACT AGC GAT TCC GG
	733
	[1]

	E. faecalis
	TCA AGT ACA GTT AGT CTT TAT TAG
ACG ATT CAA AGC TAA CTG AAT CAGT
	941
	[2]

	E. faecium
	TTG AGG CAG ACC AGA TTG ACG
TAT GAC AGC GAC TCC GAT TCC
	658
	[2]

	E. casseliflavus
	CGG GGA AGA TGG CAG TAT
CGC AGG GAC GGT GAT TTT
	488
	[3]

	E. gallinarum
	GGT ATC AAG GAA ACC TC
CTT CCG CCA TCA TAG CT
	822
	[3]

	E. durans
	CCT ACT GAT ATT AAG ACA GCG
TAA TCC TAA GAT AGG TGT TTG
	295
	[4]

	E. hirae
	CTT TCT GAT ATG GAT GCT GTC
TAA ATT CTT CCT TAA ATG TTG
	187
	[4]

	
	
	
	

	Virulence genes
	
	
	

	Hyaluronidase (hyl)
	ACAGAAGAGCTGCAGGAAATG
GACTGACGTCCAAGTTTCCAA
	276
	[5]

	Gelatinase (gelE)
	TATGACAATGCTTTTTGGGAT
AGATGCACCCGAAATAATATA
	213
	[5]

	Cytolysin A (cylA)
	ACTCGGGGATTGATAGGC
GCTGCTAAAGCTGCGCTT
	688
	[5]

	Extracellular surface protein (esp)
	AGATTTCATCTTTGATTCTTGG
AATTGATTCTTTAGCATCTGG
	510
	[5]

	Aggregation substance (asa)
	GCACGCTATTACGAACTATGA
TAAGAAAGAACATCACCACGA
	375
	[5]

	Antibiotic resistance genes
	
	
	

	Vancomycin (vanA)
	GCGCGGTCCACTTGTAGATA
TGAGCAACCCCCAAACAGTA
	314
	[6]

	Vancomycin (vanB)
	AGACATTCCGGTCGAGGAAC
GCTGTCAATTAGTGCGGGAA
	220
	[6]

	Vancomycin (vanC)
	ATCCAAGCTATTGACCCGCT
TGTGGCAGGATCGTTTTCAT
	402
	[6]

	Vancomycin (vanC-2/3)
	CTAGCGCAATCGAAGCACTC
GTAGGAGCACTGCGGAACAA
	582
	[6]

	Erythromycin (ermA)
	GCGGTAAACCCCTCTGAG
GCCTGTCGGAATTGG
	434
	[7]

	Erythromycin (ermB)
	CATT TAAC GACG AAAC TGGC
GGAA CATC TGTG GTAT GGCG
	425
	[8]

	Erythromycin (ermC)
	ATCT TTGA AATC GGCT CAGG
CAAA CCCG TATT CCAC GATT
	295
	[8]

	Tetracycline (tetA)
	GCT ACA TCC TGC TTG CCTTC
CAT AGA TCG CCG TGA AGAGG
	210
	[9]

	Tetracycline (tetB)
	TTG GTTA GGG GCA AGT TTTG
GTA ATG GGC CAA TAA CACCG
	659
	[9]

	Tetracycline (tetC)
	CTTGAGAGCCTTCAACCCAG
ATGGTCGTCATCTACCTGCC
	418
	[9]

	Tetracycline (tetD)
	AAA CCA TTAC GGCA TTC TGC
GAC CGG ATA CAC CAT CCATC
	787
	[9]

	Tetracycline (tetG)
	GCTCGGTGGTATCTCTGCTC
AGCAACAGAATCGGGAACAC
	468
	[10]

	Tetracycline (tetM)
	GTGGACAAAGGTACAACGAG
CGGTAAAGTTCGTCACACAC
	406
	[9]

	Phenicols (cat1)
	CCTATAACCAGACCGTTCAG
TCACAGACGGCATGATGAAC
	491
	[10]

	Phenicols (cat2)
	CCGGATTGACCTGAATACCT
TCACATACTGCATGATGAAC
	456
	[10]

	Phenicols (cat3)
	CCCACAATTCACCGTATTCC
GAACCTGTACTGAGAGCGGC
	310
	[10]

	Beta-lactam (blaTEM)
	CATTTCCGTGTCGCCCTTAT
TCCATAGTTGCCTGACTCCC
	793
	[10]

	Beta-lactam (blaPSE)
	AATGGCAATCAGCGCTTCCC
GGGGCTTGATGCTCACTACA
	586
	[10]

	Beta-lactam (blaOXA)
	ACCAGATTCAACTTTCAA
TCTTGGCTTTTATGCTTG
	590
	[10]

	Quinolones (qnrA)
	GATCGGCAAAGGTTAGGTCA
ATTTCTCACGCCAGGATTTG
	516
	[11]

	Quinolones (qnrB)
	GATCGTGAAAGCCAGAAAGG
ACGATGCCTGGTAGTTGTCC
	469
	[11]

	Quinolones (qnrC)
	GGGTTGTACATTTATTGAATCG
CACCTACCCATTTATTTTCA
	307
	[11]

	Quinolones (qnrD)
	CGAGATCAATTTACGGGGAATA
AACAAGCTGAAGCGCCTG
	582
	[11]

	Quinolones (qnrS)
	ACGACATTCGTCAACTGCAA
TAAATTGGCACCCTGTAGGC
	417
	[11]

	
	
	
	

	Biofilm-related genes
	
	
	

	Cellulose synthesis protein (adrA)
	ATGTTCCCAAAAATAATGAA
TCATGCCGCCACTTCGGTGC
	1113
	[12]

	Production of curli fimbriae proteins (csgD)
	TTACCGCCTGAGATTATCGT
ATGTTTAATGAAGTCCATAG
	651
	[12]

	(gcpA)
	CTATTTCTTTTCCCGCTCCT
GTGCCGCACGAAACACTGTT
	1713
	[12]

	Efflux pump genes
	
	
	

	mefA
	AGTATCATTAATCACTAGTGC
TTCTTCTGGTACTAAAAGTGG
	348
	[13]

	tetK
	TATTTTGGCTTTGTATTCTTTCAT
GCTATACCTGTTCCCTCTGATAA
	1159
	[13]

	tetL
	ATAAATTGTTTCGGGTCGGTAT
AACCAGCCAACTAATGACAATGAT
	1,1077
	[13]

	msrC
	AAGGAATCCTTCTCTCTCCG 
GTAAACAAAATCGTTCCCG
	343
	[14]
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