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Identification of an Anti-fungal Strain of Amyloliquefaciens/Bacillus and

/
the Properties of the Antifungal Su’B’s‘_@ e
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Abstract: A bacterial strain HN06 with anti-fungal effect was isolated from the soil in Guangzhou. This stain showed high inhibitory
effects on Aspergillus niger, Magnaporthe oryzae, Rhizoctonia solani and Cucurbit wilt. It was identified as Bacillus amyloliquefaciens by

physiological-biochemical properties and phylogenetic analysis of 16S rDNAssequence. And the properties of the antifungal substance produced

by HNO6 were also studied.
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Table 1 Antimicrobial spectrum of strain HN06
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Fig.1 Colony morphology antagonistic of HN06
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Fig.2 Spore stain mor-phology of HNO6
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Fig.3 Gram stain morphology of HN06
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Table 2 Characteristics of strain HN06
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Fig.4 NA PCR amplified spectrum of strain HNO6
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AGCTCTGTCACCTTCGGCGGCTGGCTCCATAAAGGT
TACCTCACCGACTTCGGGTGTTACAAACTCTCGTGGTGT
GACGGGCGGTGTGTACAAGGCCCGGGAACGTATTCACCG
CGGCATGCTGATCCGCGATTACTAGCGATTCCAGCTTCAC
GCAGTCGAGTTGCAGACTGCGATCCGAACTGAGAACAG
ATTTGTGGGATTGGCTTAACCTCGCGGTTTCGCTGCCCTT
TGTTCTGTCCATTGTAGCACGTGTGTAGCCCAGGTCATAA
GGGGCATGATGATTTGACGTCATCCCCACCTTCCTCCGGT
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TTGTCACCGGCAGTCACCTTAGAGTGCCCAACTGAATGC
TGGCAACTAAGATCAAGGGTTGCGCTCGTTGCGGGACTT
AACCCAACATCTCACGACACGAGCTGACGACAACCATGC
ACCACCTGTCACTCTGCCCCCGAAGGGGACGTCCTATCT
CTAGGATTGTCAGAGGATGTCAAGACCTGGTAAGGTTCT
TCGCGTTGCTTCGAATTAAACCACATGCTCCACCGCTTGT
GCGGGCCCCCGTCAATTCCTTTGAGTTTCAGTCTTGCGA

CCGTACTCCCCAGGCGGAGTGCTTAATG TAGCTGCA
GCACTAAGGGGCGGAAACCCCCTAA TAGCACTCAT
CGTTTACGGCGTGGACTACCAGGGTATC CTGTTCG

CTCCCCACGCTTTCGCTCCTCAGCGTCAGTITACAGACCA
GAGAGTCGCCTTCGCCACTGGTGTTCCTCCACATCTCTAC
GCATTTCACCGCTACACGTGGAATTC TCTCCTCTTCT
GCACTCAAGTTCECCAG CCAATGT&'I/C:CCCGGTT

GAGCCGGGGGCTTICACAT ACTTAAGAAACCGCCTG
CGAGCCCTTT. AATTCCGGACAACGCTTGCC
ACCTACGTATTAC CTGCTGGCACGTAGTTAGCCGT

GGCTTTCTGGTTAGGTACCGTCAAGGTGCCGCCCTATTTG
AACGGCACTTGTTCTTCCCTAACAACAGAGCTTTACGAT
CCGAAAACCTTCJ}TCACTCACGCGGCGTTGCTCCGTCAG
ACTTTCGTC%\TTGCGGAAGATTCCCTACTGCTGCCTCCC
*’AGGAGTCTGGGCCGTGTCTCAGTCCCAGTGTGGCCGA
TCACCCTCTCAGGTCGGCTACGCATCGTCGCCTTGGTGA
GCCGTTACCTCACCAACTAGCTAATGCGCCGCGGGTCCAT
CTGTAAGTGGTAGCCGAAGCCACCTTTTATGTCTGAACCA
TGCGGTTCAGACAACCATCCGGTATTAGCCCCGGTTTCCC
GGAGTTATCCCAGTCTTACAGGCAGGTTACCCACGTGTTA
CTCACCCGTCCGCCGCTAACATCAGGGAGCAAGCTCCCA
TCTGTCCGCTCGACTGCATGTATAGCGATTTAGCACGG

IR HIFE NCBI 4 7 L Blast, FJEEH] %
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HNO6
B.amyloliquefaciens HM107810.1
B.amyloliquefaciens HM107806.1
B.amyloliquefaciens FIT05346.1
B.amyloliquefaciens HMO032788.1
B.amyloliquefaciens GU947871.1
B.subtilis EU130453.1
90 B.subtilis FI789808.1
B.subtilis GUD48871.1

B.licheniformis HM235407.1

B.sonorensis HMO32886.1

B.arvabhattai HM032854.1
B.simplex HMO032850.1
47 B.cereus HMO32890.1
100 “B.pseudomye oides HM032836.1

B.subtilis HMO32876.1

=
0.005

&5 EE#K HNO6 RStk Bt
Fig.5 phylogenetic tree based on16S rDNA sequence of Bacillus
HIl 5 AR, HNO6 FEMRAIEB ML ILEE & 55
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Fig.6 Effect of temperature on the antifungal substances
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Fig.7 Effect of pH on the antifungal substances
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