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Fig.1
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conidia.
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Fig.2 Conidia of Fusarium wilt of asparagus fungus

FENMEREREES

Colony characteristics of Fusarium wilt fungus of asparagus

FET 160 3] A 3 W) % 5 A 22 g 400 B 25 g v Az 2 2
TEZE B T M 1T 25 7 5 I P 20 48 0 B, K
J& M Ry 2R B B A AR, R
FRZS SERW 30 5 d J5 W] DA™ AR MR 1) 95 B, B8 Ao
TE W 73 5 2 1 i 1R R AR L Bl T TR R T AL A
F. oxysporum f. sp. asparagi
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Fig.4 Alignment based on rDNA ITS sequences from Fusarium wilt fungus of

asparagus and its related fungi from the same genus
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KJ913781.KJ913782: % A 25 9% i W ¥k NC1-2 Fusarium oxysporum f. sp. asparagi isolate NC1-2. HAth 5% %) % H NCBI ¥ )%

Other sequences were from NCBI database.
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Fig.5 Phylogenetic tree based on rDNA ITS sequences of Fusarium wilt fungus of asparagus and other related fungi
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Identification and rDNA ITS sequence analysis of
Fusarium wilt pathogen of asparagus
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Abstract To accurately identify Fusarium wilt, an important pathogen of asparagus, and to make
its taxonomic status clear, the identification was carried out using morphology examination and BLASTn
based on rDNA ITS sequences, the differences of rtDNA ITS sequences between Fusarium wilt fungus of
asparagus and its related fungi were compared, and the phylogenetic relationship was analyzed. The re-
sult revealed that the Fusarium wilt fungus of asparagus was Fusarium oxysporum {. sp. asparagi. The
differences of rDNA ITS sequences were at 76-80 bp, 104-115 bp, 129-138 bp, 151-158 bp., 175-178 bp.,
382-402 bp, 438-445 bp and 473-479 bp regions between the Fusarium wilt fungus of asparagus and its
related fungi from the same genus. Fungi from the 6 genera were clustered as 2 groups and 2 subgroups,
and F. oxysporum {. sp. asparagi was phylogeneticly nearest related with F. equiseti and F. incarna-
tum.
Keywords Fusarium wilt fungus of asparagus; rDNA ITS; sequence alignment; phylogenetic rela-
tionship
(FAERAF A HF)





