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Abstract : Totaly 1056 bacteria grains were ilated from different plant rhizoghere ils, of which 7
drains showed antibioss activity to phytopathogenic fung , such as Rhizoctonia solani, Phytophthora
capsici, Pythium aphanidermatum, Sclerotinia sclerotiorum, Fusarium oxysporium f. .
vasinfectum, Fusarium solani, Verticillium dahliae, Ralstonia solanacearum and Xanthomonas
campestris pv. campestris. Green house ted's reved ed that srain BOH2 and OH11 were nmog dfective on
oontrolling tomato bacterial wilt with the control eficienciesdf 90. 9 % and 86. 4 %, reectively. Based
on the phemotypic characteridics and andlyds of the 16S rDNA fragment , OH11 was identified as
L ysobacter enzymogenes, BOH3 was Pseudomonas fl uorescens and others were Bacillus gp.
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BOH2 , 5.67  6.33nmm;BOH3
BOH5 OH11 BOH116
2 (‘mm)
BOH2 5.67 2.58 6.33 3.00 OH11 2.00 2.00 1.00 1.00
BOH46 1.00 2.00 1.00 1.00 BOH3 2.50 2.00 2.25 2.25
BOH5 2.17 2.10 3.67 1.83 BOH116 4.25 2.25 1.00 1.00
BOH108 1.50 1.00 2.50 1.83
2.4
( 3 BOH2 OH11 , 90.9% 86.4%
, BOH116 ,
3
BOH2 OH11 BOH5 BOH108 BOH3 BOH116 BOH46
(%)  50.6 4.6 6.9 10.2 15.3 20.0 24.5 2.1
(%) 9.9 Aa 86.4 Bb 79.8 Cc 69.8 Dd 60.5 Ee 5.6 48.4 Fg
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2.5.2 16SDNA fD1 D1, 7 DNA , PCR
1. 5kb :BOH3 BOH116 BOH2

BOH108 BOH5
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(Bacillus licheniformis)

( Pseudomonas fl uorescens) ATCC17386
(Bacillus subtilis) MO4
( Paenibacill us polymyxa) DIVI36T
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