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tgatcctggetcaggatgaacgetggcggegtgcectaatacctgcaagtcgagegaacagataaggagettgetectttgacgttageggeggacgggtgagtaacac
gtggataacctacctataagactgggataacttcgggaaaccggagctaataccggataanatattgaaccgeatggttcaatagtgaaaggeggntttgetgtcacttat
agatggatccgcgecegnattagetagttggtaaggtaacggcttaccaaggcaacgatnegtagecgacctgagagggtgatcggecacactggaactgagacacgg
gtccagactcctacgggaggceagcagtagggaatcttccgeaatgggegaaagectgacggagecaacgecgegtgagtgatgaaggtettcggatecgtaaaactetg
ttatnagggaagaacaaatgtgtaagtaactgtgcacntcttgacggtacctgatcagaaagecacggctaactacgtgecagecagecgeggtaatacgtaggtggcaa
gegttatccggaattattgggcgtaaagegegegtaggeggttttttaagtetgatgtgaaageccacggetcaaccgtggagggtcattggaaactggaaaacttgagt
gcagaagaggaaagtggaattccatgtgtagecggtgaaatgcgecanagatatggaggaacaccagtggegaangcegactttctggtctgtaaccgacgetgatgtgce
gaaagcgtggooatcaaacaggattagataccctggtagtccacgecgtaaacgatgagtgctaagtgttagggggtttccgececttagtgetgecagetaacgeattaa
gcactccgectggggagtacgaccgcaaggttgaaactcaaaggaattgacggggacccgeacaageggtggageatgtggtttaattcgaagcaacgegaagaac
cttaccaaatcttgacatcctttgaccgcetctagagatagagtcttcccettcgggggacaaagtgacaggtggtgcatggttgtegtcagetegtgtegtgagatgttggg
ttaagtcccgcaacgagegceaacccttaagettagttgecatcattaagttgggcactctaagttgactgecggtgacaaaccggaggaaggtggggatgacgtcaaat
catcatgccccttatgatttgggctacacacgtgctacaatggacaatacaaagggceagetaaaccgcgaggtcaagceaaatcccataaagttgttctcagttcggattgt
agtctgcaactcgactacatgaagetggaatcgctagtaatcgtagatcageatgetacggtgaatacgttcccgggtcettgtacacaccgeecgtcacaccacgagagt
ttgtaacacccgaagecggtggagtaaccatttatggagctagecgtcgaaggtgggacaaatgattggggtgaagtcgtaacaaggtagecgtatcggaaggtgegg

ctggatcacctccettt

1 HNO003

16S rDNA

Fig.1 The sequence of 16S rDNA of strain HN003
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STAPHYLOCOCCUS PASTEURI, AN EFFICIENT BIODEGRADER TO
METHAMIDOPHOS: ISOLATION AND MOLECULAR IDENTIFICATION

DENG Xian-Yu"?, GAO Jian', TAN Shu-Hua', XIANG Yan-Ci'

(1. School of Life Sciences, Hunan University of Science and Technology, Xiangtan, 411201;
2. Cycle Eco-Agriculture Company Ltd., Xiangtan County, Xiangtan, 411200)

Abstract Using methamidophos as the sole carbon and energy source, a bacteria strain HN0O03 was isolated and puri-
fied from methamidophos-polluted sludge from a local chemical factory discharge in Xiangtan, Hunan Province. The strain
showed an efficient biodegrading ability to methamidophos. The methamidophos-degrading rate of this strain reached
45.8%, 88.5%, and 100% in 24 h, 48h, and 72h, respectively, determined in gas-chromatography. Results of traditional

physiological and biochemical tests show that the strain is Gram-positive, and can grow in 10—42 , and pH 3.0—14.0.

The strain is very similar to Staphylococcus pasteuri in most of the phenotypes in traditional physiological and biochemical
aspects, as well as in molecular phylogenetic dendrogram built from 1541bp 16S rRNA gene sequence with which they are
compared. Therefore, strain HN003 was identified as S. pasteuri.

Key words Methamidophos, Staphylococcus pasteuri, Degradation, Physiological and biochemical tests, 16S
rRNA gene



