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Screening and Identification of Streptomyces Strain
SCY505 against Rhizoctonia cerealis

CHEN Jian-guang's YANG Li-rong’, XUE Bao-guo’s WEN Cai-yi'
(1. College of Plant Protection, Henan A gricultural University, Zhengzhou 450002, China;
2.Institute of Plant Protection, Henan Academy of Agricultural Sciences, Zhengzhou 450002 China)

Abstract: A Strep tomyces strain SCY 505, which strong inhibited the growth of Rhizoctonia cerea -
lis, was isolated from the wheat cultural soil samples collected from Xuchang area in Henan
province. Identification of the strain SCY505 was conducted by analysis of 16S rDNA and 165—
23S tDNA intergenic spacer region sequences based on determination of morphological, physical
and biochemical characteristics. The results were as follows: substrate mycelium of strain
SCYS505 had no branch, while its aerial hy pha was much-branched. Spore chains were straight or
spiral and spores were oval or cylindrical with smooth surface. The composition of cell wall be-
longed to type I . The 1521bp 163 rDNA sequence from strain SCY505 (GU045548) showed
99 7Y% identity to Streptomyces lavendulae (DG645958) and the 372 bp 16S— 23S rDNA ISR se-
quence from strain SCY505 (G U358067) showed 82.9% identity to Streptomyces lavendulae
subsp(U93347). Therefore, the strain SCY 505 was identified as Streptomy ces lavendulae subsp.
xuchangensis. Antifungal spectrum of strain SCY505 was investigated and found that it had
strong antifungal activity against Rhizoctonia cerealis as well as the other nine plant pathogens.
Key words: Streptomyces; Taxonomy; 16S rDNA; 16S— 23S rDNA intergenic spacer region;
Rhizoctonia cerealis
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