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screening of its antagonistic fungus
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Abstract: Major pathogens were isolated and identified from the soil of Jiangyong in Hunan province with serious ginger

disease and antagonistic fungus against these pathogens were screened from Trichoderma spp. The results show that two

bacterial pathogens G1 and H2 were isolated, of which G1 displayed a stronger pathogenicity. Morphological and 16S

rDNA sequence characteristics showed that G1 belonged to Ralstonia slanacarum and H2 belonged to Erwinia spp. The

flat confrontation experiment showed that No.23 Trichoderma viride belonged to Trichoderma harzianum had the

strongest antagonism to pathogens G1 and H2, which can be used in biological control of ginger disease.
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Table 1 Inhibition of pathogenic bacterium by different antagonistic fungus
/mm
1 3 4 6 8 10 12 14 22 23
Gl 10.4 12.0 9.4 11.0 14.2 12.0 16.7 11.0 8.0 18.2
H2 9.5 10.4 8.7 11.2 13.0 12.6 14.5 10.2 7.4 16.3
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Fig.6 Flat confrontation experiment
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