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Study on the efficacy of combinative action of biocontrol bacteria and copper fungicide

against tomato bacterial wilt
HUANG Xiaowei, GAN Hualei, SANG Song, YANG Tingting, HE Yumin, CHEN Junpeng’
(Ningbo Sunjoy Agroscience Co., Ltd., Zhejiang Ningbo 315000, China)
Abstract: Through plate assays, biocontrol bacteria highly antagonistic against Ralstonia solanacearum were screened,
followed by biochemical and molecular identification. The best biocontrol strain against the pathogen was identified as
Bacillus velezensis SIBV-002. The tolerance test to copper ions confirmed that strain SJBV-002 had good compatibility
with copper oxychloride, the strain could be combined with copper oxychloride for application. Pot plant experiments showed
that the control efficacy of strain SJBV-002 against tomato bacterial wilt reached 63.7%, while the efficacy of combinative
action of biocontrol bacteria and copper oxychloride increased to 81.65% at the 14th day after application. Field trial results
indicated that a treatment combining copper oxychloride 84% DF at 7.5 kg/hm?* + Bacillus velezensis SIBV-002 WP at 15
kg/hm? achieved a control efficacy of 85.35% against tomato bacterial wilt at the 20th day after application, and was
significantly superior to the efficacies of single-agent applications of the biocontrol agent and copper oxychloride.
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