Supplementary data
Table S1. Primers used in this study
	Primer
	Sequence(5'→3')
	Target gene(s) or region
	Reference

	intF
	CCAAGCTCTCGGGTAACATC
	intI1
	10

	P2R
	CCCGAGGCATAGACTGTA
	
	

	intI2F
	GTAGCAAACGAGTGACGAAATG
	intI2
	S1a

	intI2R
	CACGGATATGCGACAAAAAGGT
	
	

	5CS
	GGCATCCAAGCAGCAAG
	class 1 integron variable region
	10

	3CS
	AAGCAGACTTGACCTGA
	
	

	INF2
	TGGGTGAGATAATGTGCATC
	class 2 integron variable region
	14

	INB2
	TCGAGAGAGGATATGGAAGG
	
	

	dfrA1R
	TTAACCCTTTTGCCAGATTT
	dfrA1
	this study

	dfrA14R
	ATTGCATAGCTTTGTTAAC
	dfrA14
	this study

	ERIC2
	AAG TAA GTG ACT GGG GTG AGC G
	
	11


aReference S1.  Sáenz Y, Briñas L, Domínguez E et al. Mechanisms of resistance in multiple-antibiotic-resistant Escherichia coli strains of human, animal, and food origins. Antimicrob Agents Chemother 2004; 48: 3996-4001.
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Figure S1. Schematic representations of class 2 integrons identified in this study. Coding sequences and the truncated intI2* gene are indicated by arrows,  the integron recombination site attI2 is indicated by a rectangle, the gene cassette recombination sites attC are indicated by ovals, the common promoter Pc is indicated by broken arrows, and the internal stop codon TTA (competent of TAA) in truncated intI2* genes and the mutation TTG (competent of CAA) in intI2 gene are marked by vertical lines. (A) intI2*-dfrA1-sat2-aadA1(>99% identified to share a sequence with GenBank accession no. DQ176450). (B) intI2*-dfrA1-catB2-sat2-aadA1 (GenBank accession no. JX867126). (C) intI2*-dfrA1-sat2 (GenBank accession no. JX867127). (D) intI2-dfrA14 with three ORFs, orfP, orfQ and orfR (GenBank accession no. JX867128).
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ctttttgtacggetgecttecaatgectttegegeaacggagtecatgecagatgatggegge
ataatttgecgttatacgggtggttgecagagegtgetggagggaaagacaaacatecacy
cegettgtegataagecagaagggtatttgegatetaaagecaaaaggecagegatggeccta
cgecttgtaagttgtegtettgetgaataagecgegettgetcaatgagITGttttattyg
ctgggattaggegegtgggea--489bp-—atggactgttagaCATaaaacgeteccttgt
start intl2

cttgcaactgtetgectatacagectattetagetggaatttaaaaaagtgectgttttt
tacgectagagatgettgtttacecggtagagttttaatttaatgetaaataaattaaagt

Pec-35 Pc-10
gttatgagttetttgggtgagataatgtgecategtgecaagecaggatagacggecatgeacy
atttgtaataacagagtgtcttatatttttaaagaaagectatttaatacaagtgattat
attaattaacggtaagcatcagegggtgacaaaacgagcatgettactaataaaatgtta
acccaggATG--477bp (dfrAl4) --TAAcaaagctatgcaategacggecaaaaagett
aatgccATGaatetgegatatttgataggtttttgtettatecttgttggttgtgacgge

start orfP
gatggcattaaagataaagacceccgatgaaagaatgattegggaagecaatgtgtgttgta
gettcagaacgattteagetatacgacgaggecagaacgecacegggecacacggeattgag
geggggegagtecgetttaatagagatgggacacegaacgatttecactgageagatacat
aaagtcaggcccttgatgaataacttetetaaagattacaacgecgagtacttaaagact
cgatgtgataaaagaattacggtgggtgaattcaacagtgecaTAAcaaggegetcaaaca
stop orfP
teggecactacgtggectggacctetgttacggecgtttagegeagegttaggeatacaa
aaggagagcatcatcaﬁsaatatcaaaaagtgcgtagttgctttagcgctgtctatagg
start orfQ
tgtacctgggecacgeccctetttaatacgacgggecaatttgtacttetgagaatgaaga
ttttgctttagecataataaaagtecagtatgettttTCAcagecacaaagggatateggy
stop orfR
aatgagaaaaataggtagegtatcetggtaacteccactgtgegecacgtecaatgecaaace
acatcgttatagcagtTAAcaccacaategtaactaaaggagaaggaagecacagttgtga
stop orfO
tgegeggeaatagataaataatagecaaaceggacgecagtecaatgeatacacatgecaag
tecacattegttaactcaggecagetgggetaagaagataagaatagecaacgecattgacaa
aacccgtgactactgacttagacacaaagegecatcaagecacccagtttaatecatacetyg
ctacgatttgaattaagectgecaaaatggtagecgetaacagatactgaagactatggt
ctttaactaaagacacaattaccaaagecatggetecagtegetgetgaaatCATaccetyg
start orfR

ggcega—-350bp-actaacttecg




Figure S2. Nucleotide sequence of the functional class 2 integron that was identified in this study. The mutation of the internal stop codon of the class 2 integron integrase TTG (competent of CAA)  is marked with double underlining. The core site of the dfrA14 gene cassette (gttaacc) and the putative core sites of orfP (gttatgc) and orfQ (gttaggc) are marked with broken underlining. The −35 and −10 regions of the common promoter Pc are underlined.
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Figure S3. Fingerprinting patterns of five ERIC types of class 2 integron-positive P. mirabilis isolates in this study. Lane M, molecular size marker. Lanes A, B, C, D and E, fingerprinting patterns of ERIC types A, B, C, D and E, respectively.
