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Identification of 81 Pseudomonas aeruginosa by phylogenetic

analysis of 16S rRNA gene sequence
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Abstract; 81 Pseudomonas aeruginosa from Guangdong Provincial
Institute of Food Inspection were identified by 16S rRNA sequence a-
nalysis. The DNA was isolated and the sequences of 16S rRNA gene
were amplified by PCR with the bacterium universal primers, and
then the PCR products were sequenced after 2% agarose gel electro-
phoresis. Moreover, the corrected sequences were aligned with
Clustal X and the phylogenetic tree was constructed by MEGAS5. 1.
Consequently, the identified results of the 81 strains confirmed their
original identification before. On the phylogenetic tree, No. 24-3-QY

strain formed a separate branch with No. 100-5-JM strain and No.
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106-3-JM strain. No.2 8-1-DW formed one branch and the other 77
strains formed a separate branch with P. aeruginosa ATCC 27853.
This was the first research about waterborne P. aeruginosa in
Guangdong Province when China began to implement GB 19298—
2014 “National food safety standards of packaged drinking water” since
May 24, 2015. The waterborne P. aeruginosa culture collection in
Guangdong was preliminarily established basing on these strains. These
data will provide a powerful tool for effectively tracing source of P.
aeruginosa and controlling the water contamination in future.
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Table 1 Wild type strains used in our research
F5 5 WHRE || 5 ELR2 BHKIER | 5 95 TR R TR
1 8-ZHQ E3N 28 98-JM L] 55 131-HZH N
2 8-1-ZHQ B 29 100-1-JM b 56 133-1-JM VL]
3 9-1-MM %4 30 100-3-JM VL] 57 133-2-]M YL
4 19-MM %4 31 100-2-JM YLl 58 133-5-]M 1Ll
5 24-1-QY H T 32 100-4-JM biN| 59 136-1-QY i
6 24-2-QY I 33 100-5-JM L] 60 136-2-QY bpun
7 24-3-QY it 34 102-2-JM P! 61 137-1-]Y 15 BH
8 24-4-QY i 35 102-5-JM b 62 137-2-]Y 15 FH
9 26-1-ZH]J L 36 103-3-FSH G 63 137-3-]Y 15 FH
10 26-2-ZH] L 37 104-1-JM b 64 137-4-]Y 15 B
11 27-2-MM ¥ 38 104-4-JM b 65  137-5-]Y 15 B
12 27-4-MM A 39 105-1-JM | 66  146-1-]Y 15 FH
13 28-1-DG R3E 40 105-2-JM b 67  146-2-]Y 15 FH
14 28-2-DG A 41 105-3-JM b | 68  146-3-]Y 15 FH
15 47-2-FSH 1l 42 106-3-JM b 69  146-4-]Y 15 B
16 47-5-FSH i 1l 43 106-4-JM M| 70 146-5-]JY 5
17 48-1-FSH i1l 44 107-1-JM M| 71 149-2-HZH BN
18 48-2-FSH il 1l 45 107-2-JM AN 72 154-1-HY ] Y
19 48-3-FSH 1y 46 107-4-JM bl 73 156-1-HZH 2|
20 50-SHG EiES 47 108-1-JM bin 74 156-2-HZH =M
21 55-1-SHG B S 48 108-4-JM b 75 156-3-HZH M|
22 55-2-SHG S 49 108-5-JM L] 76 156-4-HZH M
23 55-3-SHG S 50 109-2-JM YLl 77 156-5-HZH B
24 55-4-SHG S 51 109-3-JM L] 78  161-2-HZH O
25 55-5-SHG B 52 109-4-JM L] 79 161-5-HZH M|
26 56-4-HY ] 53 123-HZ M 80  162-1-ZHSH Hrl
27 56-5-HY bER/ 54 123-1-HZ M 81  162-1-ZHSH il
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WiiT TEREC KA 13 HER%EL 8.6 I hFE
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Figure 2 The phylogenetic tree of 81 Pseudomonas

aeruginosa based on 16S rRNA sequence
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