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Abstract: The root rot strains of Astragalus membranaceus root rot symptom collected from Weiyuan
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County, Gansu Province were isolated, purified and tested for pathogenicity, and by morphological identification
and identification of pathogenic bacteria with molecular identification of ribosomal DNA (rDNA) ITS sequence
analysis, so as to identify pathogenic bacteria of causing Astragalus membranaceus root rot. The results show that
the pathogen of root rot of astragalus membranaceus was four species of Deuteromycotina, Hyphomycetes,
Tubercuariles, Tuberculariaceae, Fusarium, a total of 16 strains were isolated, and 5 strains were detected to be
pathogenic, all of which were fusarium, of which 1 strain(strain 9) was Fusarium oxysporum, 2 strains of (strains
12 and strains 16 of which may be a variant of Fusarium solani) were Fusarium solani, 1 strain (strain 15) was
Fusarium acuminatum, 1 strain (strain 14, only 88% homologous to Fusarium trichomonas) was determined

Fusartum.

Key words: Astragalus membranaceus; Root rot; Pathogenic bacteria identification; ITS sequences

analysis; Weiyuan County
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