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Abstract: Endophytic fungi JSM 10 was isolated from surface-sterilized Huperzia crispate.Phylogenetic analysis B RSS
of 15M 10 was carried out based on ITS gene sequences.Phylogenetic analysis result showed that 15K 10 strain

was closely related to the recognized members of the genus Fusarium,in which strain J5M 10 resembled Fusarium EHEHAXE

oxysporum at a rate of 99% and 15M 10 was identified as Fusarium oxysparum. y B
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