Supplementary material

	Table S1 The virulence gene primer sequences of and amplicon sizes used in the study 

	virulence factors
	Primer
(Virulence genes)
	Primer sequences（5'to3'）
	Amplicon size (bp)
	Annealing
Temperature(°C)
	　Reference

	Aerobactin
	iucA-F1
	AATCAATGGCTATTCCCGCTG
	239
	59
	[1]

	
	iucA-R1
	CGCTTCACTTCTTTCACTGACAGG
	
	
	

	
	iucA-F2
	GCTTATTTCTCCCCAACCC
	583
	59
	

	
	iucA-R2
	TCAGCCCTTTAGCGACAAG
	
	
	

	
	iutA-F
	 AATCACCTGGGGGCTGGATGCT
	683
	60
	[2]

	
	iutA-R
	CCGCACCTTCCACGCCGTAAAT
	
	
	

	Ent siderophore
	fepA-F
	CGACGTCTCGGAGATCATT
	554
	50
	[3]

	
	fepA-R
	GATATCAATCTGGCGGTTGTT
	
	
	

	
	entB-F
	TGAAGACGATACCGTGCTGGTGGA
	371
	50
	

	
	entB-R
	GTCGGCGACAAAGAACGGTTTGAT
	
	
	

	Salmochelin
	iroB-F1
	ATCTCATCATCTACCCTCCGCTC
	235
	59
	[1]

	
	iroB-R1
	GGTTCGCCGTCGTTTTCAA
	
	
	

	
	iroB-F2
	CAAAAAAGCAGCAGAGGC
	585
	59
	

	
	iroB-R2
	TCACTGGCGGAATCCAACAC
	
	
	

	
	iroN-F
	CCGCAAAGAGACGAACCGCCTT
	546
	60
	[2]

	
	iroN-R
	 CGGGCAATCCCCGCTTTGACTT
	
	
	

	Yersiniabactin
	ybtS-F
	CAAAAATGGGCGGTGGATTC
	242
	50
	[3]

	
	ybtSR
	CCTGACGGAACATAAACGAGCG
	
	
	

	Type 3 fimbriae
	mrkD-F
	CCACCAACTATTCCCTCGAA
	226
	43
	[4]

	
	mrkD-R
	ATGGAACCCACATCGACATT
	
	
	

	Type I fimbriae
	fimH-F
	GCCAACGTCTACGTTAACCTG
	180
	43
	

	
	fimH-R
	ATATTTCACGGTGCCTGAAAA
	
	
	

	Regulation
	prmpA-F
	GAGTAGTTAATAAATCAATAGCAAT
	332
	50
	[1]

	
	prmpA-R
	CAGTAGGCATTGCAGCA
	
	
	

	
	prmpA2-F
	GTGCAATAAGGATGTTACATTA
	430
	50
	

	
	prmpA2-R
	GGATGCCCTCCTCCTG
	
	
	

	Capsule
	K1-F
	GTAGGTATTGCAAGCCATGC
	1283
	56
	[5]

	
	K1-R
	GCCCAGGTTAATGAATCCGT
	
	
	

	
	K2-F
	GGAGCCATTTGAATTCGGTG
	641
	56
	

	
	K2-R
	TCCCTAGCACTGGCTTAAGT
	
	
	

	
	K5-F
	GCCACCTCTAAGCATATAGC
	280
	56
	

	
	K5-R
	CGCACCAGTAATTCCAACAG
	
	
	

	
	K20-F
	CCGATTCGGTCAACTAGCTT
	741
	56
	

	
	K20-R
	GCACCTCTATGAACTTTCAG
	
	
	

	
	K54-F
	CATTAGCTCAGTGGTTGGCT
	881
	56
	

	
	K54-R
	GCTTGACAAACACCATAGCAG
	
	
	

	
	K57-F
	CGACAAATCTCTCCTGACGA
	1037
	56
	

	
	K57-R
	CGCGACAAACATAACACTCG
	
	
	

	
	K64-F
	TCAGTTCCGACCCTGATGCAGGTA
	268
	60
	[2]
　

	
	K64-R
	GCCAGAGCAACTATCATCCAAAGCCA
	
	
	

	
	K47-F
	GGACGCACAGTTTCCCAATTCGC
	392
	60
	

	
	K47-R
	GCCCACATGAACCCACTTGGCA
	　
	　
	




Table S2 The primer genes sequences mediating CR-HVKP resistance to carbapenems, cephalosporins, quinolones, aminoglycosides and sulphonamides and amplicon sizes used in the study
	Antimicrobials
	Primer
	Primer sequences（5'to3'）
	Amplicon size (bp)
	Annealing
Temperature (°C)
	　Reference

	Carbapenem
	KPC
	TGTCACTGTATCGCCGTC
	900
	60
	[6]

	
	
	CTCAGTGCTCTACAGAAAACC
	
	
	

	
	GES
	GTTTTGCAATGTGCTCAACG
	371
	57
	[7]

	
	
	 TGCCATAGCAATAGGCGTAG
	
	
	

	
	NDM
	GCAGCTTGTCGGCCATGCGGGC
	782
	60
	[6]

	
	
	GGTCGCGAAGCTGAGCACCGCAT
	
	
	

	
	VIM
	GTTTGGTCGCATATCGCAAC
	389
	60
	

	
	
	AATGCGCAGCACCAGGATAG
	
	
	

	
	IMP
	GAAGGCGTTTATGTTCATAC
	587
	60
	

	
	
	GTACGTTTCAAGAGTGATGC
	
	
	

	
	OXA-48
	GCGTGGTTAAGGATGAACAC
	438
	60
	

	
	
	CATCAAGTTCAACCCAACCG
	
	
	

	
	SPM
	AAAATCTGGGTACGCAAACG
	271
	52
	[8]

	
	
	ACATTATCCGCTGGAACAGG
	
	
	

	ESBL
	SHV
	AGCCGCTTGAGCAAATTAAAC
	713
	60
	[9]

	
	
	ATCCCGCAGATAAATCACCAC
	
	
	

	
	TEM
	CATTTCCGTGTCGCCCTTATTC
	800
	60
	

	
	
	CGTTCATCCATAGTTGCCTGAC
	
	
	

	
	CTX-M1
	TTAGGAARTGTGCCGCTGYA
	688
	60
	

	
	
	CGATATCGTTGGTGGTRCCAT
	
	
	

	
	CTX-M2
	CGTTAACGGCACGATGAC
	404
	60
	

	
	
	CGATATCGTTGGTGGTRCCAT
	
	
	

	
	CTX-M8
	AACRCRCAGACGCTCTAC
	326
	60
	

	
	
	TCGAGCCGGAASGTGTYAT
	
	
	

	
	CTX-M9
	TCAAGCCTGCCGATCTGGT
	561
	60
	

	
	
	TGATTCTCGCCGCTGAAG
	
	
	

	Aminoglycoside
	aac(3')-II
	ATATCGCGATGCATACGCGG
	877
	55
	[10]

	
	
	GACGGCCTCTAACCGGAAGG
	
	
	

	
	aac(6')-Ib
	TTGCGATGCTCTATGAGTGGCTA
	472
	55
	

	
	
	CTCGAATGCCTGGCGTGTTT
	
	
	

	
	aac(6')-II
	CGACCATTTCATGTCC
	542
	55
	

	
	
	GAAGGCTTGTCGTGTTT
	
	
	

	
	ant(3'')-I
	CATCATGAGGGAAGCGGTG
	787
	55
	

	
	
	GACTACCTTGGTGATCTCG
	
	
	

	
	aph(3')-VI
	ATGGAATTGCCCAATATTATT
	780
	55
	

	
	
	TCAATTCAATTCATCAAGTTT
	
	
	

	
	armA
	CCGAAATGACAGTTCCTATC
	846
	55
	

	
	
	GAAAATGAGTGCCTTGGAGG
	
	
	

	
	rmtB
	ATGAACATCAACGATGCCCTC
	769
	60
	

	
	
	CCTTCTGATTGGCTTATCCA
	
	
	

	Quinolone
	QnrA
	AGAGGATTTCTCACGCCAGG
	619
	57
	[11]

	
	
	 GCAGCACTATKACTCCCAAGG
	
	
	

	
	QnrB
	 GGMATHGAAATTCGCCACTG
	264
	57
	

	
	
	TTTGCYGYYCGCCAGTCGAA
	
	
	

	
	QnrC
	GGGTTGTACATTTATTGAATC
	447
	57
	

	
	
	 TCCACTTTACGAGGTTCT
	
	
	

	
	QnrD
	CGAGATCAATTTACGGGGAATA
	582
	57
	

	
	
	AACAAGCTGAAGCGCCTG
	
	
	

	
	QnrS
	GCAAGTTCATTGAACAGGGT
	428
	56
	

	
	
	TCTAAACCGTCGAGTTCGGCG
	
	
	

	
	Qep
	CTGCAGGTACTGCGTCATG
	403
	60
	

	
	
	 CGTGTTGCTGGAGTTCTTC
	
	
	

	
	AAC(6')-Ib-cr
	TTGCGATGCTCTATGAGTGGCTA
	482
	56
	

	
	
	CTCGAATGCCTGGCGTGTTT
	
	
	

	
	OqxA
	CTCGGCGCGATGATGCT
	392
	60
	[12]

	
	
	CCACTCTTCACGGGAGACGA
	
	
	

	
	OqxB
	TTCTCCCCCGGCGGGAAGTAC
	512
	58
	

	
	
	CTCGGCCATTTTGGCGCGTA
	
	
	

	Sulfonamide
	sul1
	TTCGGCATTCTGAATCTCAC
	822
	55
	[13]
　

	
	
	ATGATCTAACCCTCGGTCTC
	
	
	

	
	sul2
	CGGCATCGTCAACATAACC
	722
	55
	

	
	　
	GTGTGCGGATGAAGTCAG
	　
	　
	




	Table S 3 Gene loci included in the Klebsiella pneumoniae MLST scheme, PCR and sequencing primers
	

	Klebsiella pneumoniae
	Target gene
	Primer sequence
	Amplicon size(bp)
	Annealing temperature(℃)
	Reference

	Beta-subunit of RNA polymerase B
	rpoB
	GGCGAAATGGCWGAGAACCA
	501
	50
	[14]

	
	
	GAGTCTTCGAAGTTGTAACC
	
	
	

	Glyceraldehyde 3-phosphate dehydrogenase
	gapA
	TGAAATATGACTCCACTCACGG
	450
	60
	

	
	
	CTTCAGAAGCGGCTTTGATGGCTT
	
	
	

	Malate dehydrogenase
	mdh
	CCCAACTCGCTTCAGGTTCAG
	477
	50
	

	
	
	CCGTTTTTCCCCAGCAGCAG
	
	
	

	Phosphoglucose isomerase
	pgi
	GAGAAAAACCTGCCTGTACTGCTGGC
	432
	50
	

	
	
	CGCGCCACGCTTTATAGCGGTTAAT
	
	
	

	
	pgi2F(seq)
	CTGCTGGCGCTGATCGGCAT
	
	
	

	
	pgi2R(seq)
	TTATAGCGGTTAATCAGGCCGT
	
	
	

	Phosphoporine E
	phoE
	ACCTACCGCAACACCGACTTCTTCGG
	420
	50
	

	
	
	TGATCAGAACTGGTAGGTGAT
	
	
	

	Translation initiation factor 2
	infB
	CTCGCTGCTGGACTATATTCG
	318
	50
	

	
	
	CGCTTTCAGCTCAAGAACTTC
	
	
	

	
	infB2F(seq)
	ACTAAGGTTGCCTCCGGCGAAGC
	
	
	

	Periplasmic energy transducer
	tonB
	CTTTATACCTCGGTACATCAGGTT
	414
	45
	

	　
	　
	ATTCGCCGGCTGRGCRGAGAG
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