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Abstract: We had isolated 68 strains which have antagonistic activities against Verticillium dahliae
Kleb. from the soil in cotton fields via preliminary screening. From them, a strain named 7-47 with a
relatively higher antagonistic activity was obtained via secondary screening. The strain 7-47 was char-
acterized by physiological and biochemical experiments, morphological features observation, and 16S

rDNA sequence analysis. Based on the results, the strain 7-47 was finally identified as a kind of Bacil-

lus mojavensis.
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Fig. 1 Neighbour-joing tree showing relationship between strain 7-47 and related strains
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