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Isolation, Screening and Identification of Antagonistic

Trichoderma Z.BS6 to Wheat Take-all

SUN Hu', XUE Bao-guo', YANG Li-rong', QUAN Xin', ZU Yan-qing’
(1.Institute of Plant Protection, Henan A cademy of Agricultural Sciences Zhengzhou 450002, China;
2. College of Plant Protection, Henan A gricultural University, Zhengzhou 450002, China)

Abstract: Twelve Trichoderma isolates were isolated from wheat fields in Henan Academy of Ag-
ricultural Sciences. Through indoor opposing test we isolated one Trichoderma strain ZBS6,
which showed strong antagonism. Its antifungal and parasite rate can reach 82.5% and 80%, re-
spectively . Furthermore, we assayed its antifungal range as well as hypha growth and sporifica-
tion impact under different culture condition. M eanwhile we identified the Trichoderma strain
ZBS6 using morphological and molecular methods. The results are as follows: ZBS6 has wide
range antifungal activity and the optimum culture condition is glucose as carbon source, pH 5. 0,
25 ‘G light and dark alteration.No distinct effect was seen by light treatment, but sporification
was increased apparently. Combined with morphological characteristic and cDNA ITS sequence a-
lignment analysis, ZBS6 is identified as Trichoderma viride.
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