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Isolation and Identification of a Fusarium sp. from
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Abstract: A fungal strain (No. 059601016C) was obtained from Laminaria Gametophyte Clones.
Growth states, morphological characteristics and internal transcribed sequence (ITS) were studied. The
results showed that colonics on PDA are white and cottony, the reverse color changed from white to
dark purple. The aerial mycelium grew abundantly and the height reached 5 mm to 7 mm. Microconidia
are in false head or chains, (5.0—-10.5) um x (1.2—2.5) um. Macroconidia sickle-shaped were slightly bent,
apex acuminate, 2—5 septate, mostly 3—4 septate. Based on the analysis of ITS and the phyogenetic tree,
the strain showed a 100% homogeneous and the most close relationship to Fusarium proliferatum Ni-
renberg. Hence, the strain 059601016C isolated form Laminaria Gametophyte Clones belonged to the
genus Fusarium sp. and the GenBank accession number of strain 059601016C ITS is GU951805.
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Fig.1 The reverse color change of 059601016C
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Note: A: White; B: Center yellow; C: Purple; D: Dark purple.
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2 059601016C T BE 2 7S 4F4E(x 400)
Fig. 2 Morphology of the 059601016C (x 400)
A PN RN A B R
Note: A: Conidiogenous cells and microconidia; B: Macroconidia.
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Fig. 3 Electrophoresis of PCR products of 059601016C
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Table 1 The top 10 strains similar to 059601016C ITS
sequence and their accession numbers from GenBank
e . 5 ] Y5
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Gene ID Homology (%)
Fusarium proliferatum strain
CMUO5 GQ924895 100
Botryosphaeria dothidea strain
sdau03-88 GQ855797 100
Gibberella moniliformis
culture-collection NRRL:20984 GQ168841 100
Fusarium proliferatum
culture-collection NRRL:22058 SR L
Fusarium proliferatum
culture-collection NRRL:13569 GoLEZI 100
Fusarium proliferatum genes
TS08-165-2 AB470869 100
Fusarium proliferatum FJ040179 100
Sordariomycete sp. 7670B EU680539 100
Fusarium proliferatum genes
TB10-3 AB369476 100
Fusarium proliferatum genes
TB5-3 AB369470 100
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Fig. 4 Phyogenetic tree based on ITS sequences and con-
structed using the Neighbor-joining method
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Note: Numbers in the bracket are GenBank accession numbers.
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