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Abstract: Tobacco bacterial wilt caused by Ralstonia solanacearum is one of the main diseases of tobacco.
Ralstonia phagy = RS-1 was isolated from the soil of tobacco bacterial wilt nurseries from experimental fields of
the tobacco research institute of CAAS Institute, Jimo District, Qingdao City. RS-1 is obligate parasites of
R.solanacearum, can infect and lyse R.solanacearum, which preventing them from dividing and reproducing, then
control the disease pandemic. So  RS-1 has real potential as a new microbial inoculants on R.solanacearum. We
irrigated the tobacco root by the RS-1 culture 1x10"pfu/mL before artificial inoculation
the R.solanacearum. The result showed that a significant decrease in disease severity was observed when co-
inoculated with ~ RS-1. The control efficiency of = RS-1 against R.solanacearum can reach 94.87%, and was
higher than control by agricultural streptomycin. The diversity of bacterial community in soil of treated by =~ RS-

1 was studied using metagenomic technique. The result showed that the soil R.solanacearum content is

obviously lower than contrast, and do not have remarkable influence to the other microorganisms. But in the soil



treated by RS-1, the quantity of  bacteria showed a descending trend,
The quantity of actinomyces showed decreased trend compared to the blank control. So RS-1 has the role

of adjust the diversity of soil bacterium.
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Taxonomy Symbiobacterium Ralstonia Kaistobacter Burkholderia Salinispora
SIT1 0.004977  0.007779 0.074449 0.054289  0.045506
SIT2 0.285835  0.00879 0.059064 0.034544  0.020588
SIT3 0.005236  0.015628 0.140607 0.047128 0.039723
CKl1 0.003609 0.246232 0.075356 0.029505 0.002689
CK2 0.001999 0.238642 0.07508 0.022012 0.001486
CK3 0.001266 0.152763 0.061635 0.012158 0.000882
4 ouUT
Candidatus
Taxonomy Rhodanobacter Koribacter Clostridium Rhodoplanes  Pseudoxanthomonas  Others
SIT1 0.024468 0.017901 0.003346 0.021749 0.002008  0.743528
SIT2 0.015576 0.01758 0.027604 0.013494 0.002853  0.514072
SIT3 0.045328 0.009041 0.001677 0.017305 0.005441 0.672885
CKl1 0.006793 0.028055 0.001203 0.023173 0.000672 0.582714
CK2 0.007072 0.017835 0.000589 0.027162 0.000564  0.607559
CK3 0.007287 0.026119 0.000307 0.024892 0.01887  0.693821
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