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Abstract: Objective  Pseudomonas aeruginosa resistance to quinolones and around symbiotic bacteria resistant plasmids each

chromosome metastasis. Methods 481 samples was collected from the Seventh People’s Hospital of Shenzhen since January
2011 to December 2013 ,and it cultured Pseudomonas aeruginosa 31 cases,susceptibility testing confirmed 15 cases of quin-
olone-resistant as the research object, using plasmid transformation, pick up experiments confirmed the presence of the re-
sistance plasmid,PCR amplification,gene sequence analysis,and gene sequences surrounding the symbiotic bacteria resistant
plasmids as a same. Results The same gene sequence of plasmid was found between drug-resistant strains of Pseudomonas
aeruginosa and the surrounding symbiotic bacterial y* =1. 207, P<C0. 01]. Conclusion Resistance plasmids could be trans-
ferred between different species of bacteria.
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gb EF375620. 1| Enterobactax cloacas ominclyxoside acecylcransferase aac(6’)-Ib-cr

(aac(6”)-Ib-cr) gene,complete cds

Length=519

Score =861 bits(466) , Expect=0. 0

Identities =466/466(100%) ,Gaps=0/466(0%)

Strand= Plus/Plus

Query 1 GCTCTATGAG TGGCTAAATC GATCTCATAT CGTCGAGTGG TGGGGCGGAG AAGAAGCACG 60
Sbjct 24 GCTCTATGAG TGGCTAAATC GATCTCATAT CGTCGAGTGG TGGGGCGGAG AAGAAGCACG 83
Query 61 CCCGACACTT GCTGACGTAC AGGAACAGTA CTTGCCAAGC GTTTTAGCGC AAGAGTCCGT 120
Sbjct 84  CCCGACACTT GCTGACGTAC AGGAACAGTA CTTGCCAAGC GTTTTAGCGC AAGAGTCCGT 143
Query 121 CACTCCATAC ATTGCAATGC TGAATGGAGA GCCGATTGGG TATGCCCAGT CGTACGTTGC 180
Sbjct 144 CACTCCATAC ATTGCAATGC TGAATGGAGA GCCGATTGGG TATGCCCAGT CGTACGTTGC 203
Query 181 TCTTGGAAGC GGGGACGGAC GGTGGGAAGA AGAAACCGAT CCAGGAGTAC GCGGAATAGA 240
Sbjct 204  TCTTGGAAGC GGGGACGGAC GGTGGGAAGA AGAAACCGAT CCAGGAGTAC GCGGAATAGA 263
Query 241 CCAGTTACTG GCGAATGCAT CACAACTGGG CAAAGGCTTG GGAACCAAGC TGGTTCGAGC 300
Sbjct 264 CCAGTTACTG GCGAATGCAT CACAACTGGG CAAAGGCTTG GGAACCAAGC TGGTTCGAGC 323
Query 301 TCTGGTTGAG TTGCTGTTCA ATGATCCCGA GGTCACCAAG ATCCAAACGG ACCCGTCGCC 360
Sbjct 324 TCTGGTTGAG TTGCTGTTCA ATGATCCCGA TTGCACCAAG ATCCAAACGG ACCCGTCGCC 383
Query 361 GAGCAACTTG CGAGCGATCC GATGCTACGA GAAAGCGGGG TTTGAGAGGC AAGGTACCGT 420
Sbjct 384  GAGCAACTTG CGAGCGATCC GATGCTACCA GAAGCGGGGG TTGAGAGGCA AGGTACCCGT 443
Query 421 AACCACCCCA TATGGTCCAG CCGTGTACAT GGTTCAAACA CGCCAG 466

Sbjct 444  AACCACCCCA TATGGTCCAG CCGTGTACAT GGTTCAAACA CGCCAG 489

3 PABERH aac(6’)-1b MFEF SHANELMER=LHEE
PA B BR S S50 R w BB A B R (. EF523819) 5% & —3. EbXTanF .

qb EF523819. 1| klebsiella pneumoniac strain EX05006382 plasmid pWCH-IM1 QnrB6 (qnrB6) gene,complete cds
Length=691

Score=859 bits(465) , Expect= 0.0

Identities=465/465(100%) , Gaps=0/465(0%)

Strand= plus/plus

Query I TGATCGTGAA AGCCAGAAAG GGTGCAATTT TAGTCGTGCG ATGCTGAAAG ATGCCATTTT 60
Sbjct 174 TGATCGTGAA AGCCAGAAAG GGTGCAATTT TAGTCGTGCG ATGCTGAAAG ATGCCATTTT 233
Query 61 TAAAAGCTGT GATTTATCCA TGGCGGATTT TCGCAATGCC AGTGCGCTGG GCATTGAAAT 120
Shjct 234 TAAAAGCTGT GATTTATCCA TGGCGGATTT TCGCAATGCC AGTGCGCTGG GCATTGAAAT 293
Query 121 TCGCCACTGC CGCGCACAAG GCGCAGATTT CCGCGGCGCA AGCTTTATGA ATATGATCAC 180
Shjct 294  TCGCCACTGC CGCGCACAAG GCGCAGATTT CCGCGGCGCA AGCTTTATGA ATATGATCAC 353
Query 181 CACGCGCACC TGGTTTTGTA GCGCATATAT CACGAATACC AATCTAAGCT ACGCCAATTT 240
Shjct 354  CACGCGCACC TGGTTTTGTA GCGCATATAT CACGAATACC AATCTAAGCT ACGCCAATTT 413
Query 241 TTCGAAAGTC GTGTTGGAAA AGTGTGAGCT GTGGGAAAAC CGTTGGATGG GTGCCCAGGT 300
Shjct 414 TTCGAAAGTC GTGTTGGAAA AGTGTGAGCT GTGGGAAAAC CGTTGGATGG GTGCCCAGGT 473
Query 301 ACTGGGCGCG ACGTTCAGTG GTTCAGATCT CTCCGGCGGC GAGTTTTCGA CTTTCGACTG 360
Shjct 474 ACTGGGCGCG ACGTTCAGTG GTTCAGATCT CTCCGGCGGC GAGTTTTCGA CTTTCGACTG 533
Query 361 GCGAGCAGCG AACTTCACAC ATTGCGATCT GACCAATTCG GAGTTGGGTG ACTTAGATAT 420
Shjct 534 GCGAGCAGCG AACTTCACAC ATTGCGATCT GACCAATTCG GAGTTGGGTG ACTTAGATAT 593
Query 421 TCGGGGCGTT GATTTACAAG GCGTTAAGCT GGACAACTAC CAGGC 465
Shjct 594  TCGGCGCGTT GATTTACAAG GCGTTAAGCT GGACAACTAC CAGGC 633

4 PAERHM aquiBERAFISMAREBEERALLLNERELEE
30 iE AU A TS Ak M B (PA D TE IR TE 24 ORLE B B AT A v, W T T 24
T s 45 ) 245 400 SR DR O L R B PA R 25 5 e XU AT A PA TR RS 25 4 A HE A
KLHE A Fe 1) 55 0 23 4 G ot 25 SORE PP S0AH ) IE A 240 (DNA i i@ Bl AL Fh S A D AR S CF 4% 45 )
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