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Isolation and Biological Characteristics Analysis of a New Variety of Streptomyces Potato Scab

MA Jian-rong,YU Yong-hong,LI Jing-hong et al  ( Guangdong Food and Vocational College , Guangzhou , Guangdong 510520)

Abstract [ Objective] To study the biological characteristics and classify the C9 strain isolated from soil.[ Method ] The 16S rDNA sequence
of the C9 strain was amplified and phylogenetical tree was established.The ability of C9 strain to utilize different carbon sources and nitrogen
sources,as well as sensitivity to osmotic pressure and different antibiotics ,was examined.The fatty acid composition of C9 strain was determined
by GC-MS, and the gene encoding the key enzyme for fatty acid synthesis,3-ketoacyl-ACP synthase III (FabH) ,was amplified and sequence
homology analysis was performed. [ Results ] The C9 strain was classified as Streptomyces scabies based on the 16S rDNA sequence coupled with
the colony morphology.However, the physiological and biochemical characteristics of the C9 strain were significantly different from those of the
reported S.scabies strains.Moreover,the C9 strain showed no pathogenicity to cause potato scab by the pot tests,and the genes related to patho-
genicity in PAI region were not amplified on its chromosome.All the results indicated that C9 strain was a new strain of Streptomyces scabies. The
fatty acids composition of the C9 strain was analyzed further.The results showed that the strain mainly synthesized palmitoleic acid (C,4.,) and
palmitic acid (C,.,).The total content of unsaturated fatty acid reached 36.2% ,which also accorded with the characteristics of non-pathogenic
strain of potato scab.Then the key gene of fatty acid synthesis,coding 3-ketoacyl ACP synthase III ( FabH) ,was amplified and analyzed from
the C9 strain genome.The results showed that the fabH gene sequence and the coded amino acid sequence were highly consistent with those of
Streptomyces scabies. [ Conclusion ] The C9 strain was a new strain of Streptomyces scabies. The C9 strain provided a good material for further study
on the basic metabolic mechanism of Streptomyces scab and its pathogenic mechanism.
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No Primers Sequence

1 16S up AGAGTTTGATCCTGGCTCAG

2 16S down AAGGAGGTGATCCAGCCGCA

3 TomF GAGGCGTTGGTGGAGTTCTA
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7 necl up ATGAGCGCGAACGGAAGCCCCGGA

8 necl down GCAGGTCGTCACGAAGGATCG

9 fabH up AATTATGCATATGTCGAAGATCAGGCCGAG
10 fabH down AATTAAGCTTCCTTCGTTGGTTTCCAGAGG
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