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30 170 r min"* , 12 16S rDNA
,16S rDNA MEGA verson 2
1.3 ,  MEGA verson 2 Kimura2- Parameter
1.3.1 ( uv- Digance ,  Neighbor-Joining
2401PC) ©o1m , , ,1 000 ,
0om , 4m , (Bootstrap)
, : 1.5 FLDA
, , 200 400 nm ALDA 3m LB ,
, 235 nm 30 165rmn’? 24 h,
: 30mgL*? , 3%
(Waterss00) , , , 30 (170 r mn™ %) ,
20 cm C18 / 0051152253354455 ,
(70 30 v/ V) , im mn*t, (
235 nm, 2001, ),
1m , , 10 mi 1.6 FLDA
, 4m , , 161 30mgL*t
, , , 25 30 37 40 ,
N , im, 012345d ,
1.6.2 pH 30 mgL*
95 % pH (5.06.0 7.0 8.0 9.0 10.0 11.0)
1.3.2 , , 012345
, 122 600 nm ;
oD 1.6.3 1% 2%
1.4 5% 10 % 20 % 100m 30nmgL*?
[8] , , 012345
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[9] ALDA DNA 16S rDNA 1.6.4 250 i 30
16SIDNA  PCR 50 70 100 150 180 m  30mgL™*
16S rDNA ( , 3% ALDA ,
) : B-AGAGITTGATCCTGR: 2.55
TCAG3 ( Escherichia coli 8 27);
: 5-AAGGA GGTGATCCAGOCACA-3 ( E. cdli 3
1541  1522) ALDA  DNA . L7
254 | : 11, dNTP(25 mol L™ ) 2p1 [10]
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( 1.8
) GerBank 16S rDNA .2y
GerBank 1.5 6000 r mn' !
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(200gg™")
2.2 16SrDNA
A_DA DNA , 16S rDNA
PCR , 1.5kb
, , A_DA16S rDNA
GenBank DQ060242 GeneBank
, A_DA Pseudomonas putida A K-
5( GenBank AF447394) 9 %,
Pseudomonas putida ATCC17390 ( GenBank
AF094737) 99%, Pseudomonas plecoglassi-
cida ( GenBank AB009457. 1)
4 ADA (1> 12 000) 99%,  Pseudomonas 9. HR 13 (GenBank
Fig.4 Hectron microsoopic photo of srain ALDA ( x 12 000) AYO032725. 1) 99 %
(BHgg) (50Hgg ) - ( Pseudomonas )
(30Hg g™ ") (12ugg™") ALDA 5

Pseudomonas plecoglossicida AB009457
52| Pseudomonas sp AY032725
Pseudomonas monteilii AF064458
Pseudomonas putida AF094737

Pseud entomophila AY907566
Pseudomonas putida AF447394
68 FLDA DQ060242

Pseudomonas fulva AB04700!
Burkholderia caryophylli AF494092
Pseudomonas japonica AB126621

P Flavi oryzihabitans D84004

80 Pseudomonas cremoricoloranta AB060137
0.002
, GerBand Numbers in parentheses represent the sequences accesson
number in GerBank. The number & each branch points is the percentage supported by bootdrap. Bar , 2 % sequence divergence
5 A.DA 16S rDNA

Fg.5 Phylogenetic tree based on the 16S rDNA sequences o drain ALDA and relaing ecies

2.3 ALDA 40 , , 22 %
6 2.4.2 pH 8 ,
, pH6.0 8.0 ,  pH7.0
, , , 14.3% pH 50 9.0
, , , 48.3 %
, 5d 72.6 % 33.3%
2.4 2.4.3 9 ,
2.4.1 7 JALDA 30 )
, 73.1% 25 37 1% 10% ,

, 54% 48% , 15%
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11
Fg.11 Didribution of enzyme in ALDA

—e— K ¥ 1 Sterilized soil
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—&— fi 1 Fresh soil
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Fg.12 Mesufuron-methyl degradation by srain ALDA in il
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ISOLATION AND IDENTIFICATION OF METSW FURONMETHYL DEGRADING STRAIN
H DA AND ITSDEGRADATING CHARACTERISTICS

Huang Xing HelJian PanJijie SunJiquan QulLifeng Li ShurpengT
( Key Lab d Microhidogical Enginesring of Agricultural Environment, Ministry o Agriculture, Microbidogy Department, Cdlege d Life Sdence, Nanjing
Agricutural University, Nanjing 210095, China)

Abgract A drain o A.DA cgpable of degradi ng metsulf urorr methyl aerohicaly was i 0lated from dudge collected from a
pestici de(metsulf uron-methyl) plant. Based on andysis of its 16SrDNA , norphology , physiological and biocherica characteris
tics, sran FLDA wasidentified preliminarily as Pseudomonas . This srain of bactera could degrade 72.6 % of 30mg. ™ * met-
sulfurorr methyl in liquid med um within 5days. The optimal pH and tenperature for metsulfuron-methyl degradation was 7.0 and
30 , repectivey. The degradation rate was related podtively to initia inoculation rate. Enzyme digribution experiment showed
that the metsulf uron-methyl degrade ng enzyme in the bacterium was endoenzyme. Srain FLDA could be used to degrade metsul-

furon-methyl in il .
Key words Metsulfurorr-methyl ; Pseudomonas 9 ; Biodegradation



