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Endophytic microbes are considered to be one of the most important bioactive compounds pool with a potential
application in both pharmaceutical and agrichemical industries since the observation of taxol that could be
synthesized by endophytic fungus Taxomyces andreanae. In this study, we reported an endophytic bacterium
CC09, which was isolated from healthy Cinnamomum camphora leaves, exhibited a potential to produce
antifungal metabolites inhibiting the growth of several phytopathogens such as Glomerella glycines, Rhizoctonia
solani and Alternaria alternate. Based on 16S rRNA and rpoB genes analysis and physiological and biochemical
assays, the strain CC09 was identified as Bacillusamyloliquefaciens. The antifungal constitutes in the culture
filtrate of strain CC09 were predicted to be iturin family based on PCR amplification of specific genes including
BmyC, ItuC, ItuD, ItuF and ItuR (encoding Iturin synthethases), FenD and FenE (encoding Fengency
synthethases) and SrfC (encoding Surfactin synthethases), and confirmed by high performance liquid
chromatography (HPLC). The broad antifungal spectra of the active constitutes in the metabolites indicated that
the endophytic bacterium strain CC09 could be used as a potential biocontrol agent to control plant funga l
diseases.
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1.INTRODUCTION
Endophytic bacteria colonize the host tissue without
causing evident harm or eliciting symptoms of plant diseases,
which is different from endosymbionts by not residing in living
cells or surrounding by a membrane compartment [1]. Although
the mechanisms are not well understood, we do know that many
endophytic bacteria have beneficial effects on plants, such as
growth promotion, production promotion, disease prevention and
inter-cell stress reduction [2,3]. Since Strobel et al. [4] firstly
isolated taxol from a Taxus brevifolia endophytic fungus
Taxomyces andreanae, many new antitumor, bactericidal and
insecticidal compounds have been isolated and identified from
endophytic microorganisms [5]. These traits make the endophytic
bacteria a high potential of application on pharmaceutical,
agriculture and ecology.
Bacillus, one of the commonly isolated endophytic bacteria,
can produce many antifungal and antibacterial compounds with
different structures, such as cyclic lipopeptides (CLPs). CLPs,
synthesized by non-ribosomal synthetases, are a group of very
surface-active amphiphilic compounds with heat-, base- and
protease-stable properties [6].
.
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According to the length of fatty acid chain, sub-chain and
amino acid substitution groups, CLPs can be divided into three
families: surfactin, iturin and fengycin. Among them, iturins and
fengycins display a broad antagonistic activity against
phytopathogens [7], and surfactins show strong antiviral,
antimycoplasma and antibacterial activities, but no fungitoxicity[8].
The biological activity of CLPs is mainly owing to their
amphiphilic nature, which made them steadily interact with lipid
layers by different mechanisms (altering cell membrane structure
and permeability, forming ion-conducting pores) in a dosedependent way[9]. Besides, the peptidic moieties also play an
important role in their specific functions[10]. Given the broad
spectrum of antagonistic activity and the ability to promote plants
growth, Bacillus and its active CLPs are potentially useful as biocontrol agents [11].
In this study, we reported an endophytic bacterial strain CC09,
which was isolated from Cinnamomum camphora leaves and
identified as B. amyloliquefaciens based on the combination of
sequence analysis of 16S rRNA gene and rpoB gene, and assays of
physiological and biochemical properties. The active compounds of
CLPs were detected by PCR amplification with several pairs of
primers targeting the CLPs synthetase genes and further confirmed
by HPLC analysis.

© 2013 Cai Xun-Chao et al. This is an open access article distributed under the terms of the Creative Commons Attribution License -NonCommercial-ShareAlike
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2. MATERIALS AND METHODS
2.1 Strains and medium
The strain CC09 was isolated from healthy leaves of
Cinnamomum camphora growing in a field at Nanjing University,
Jiangsu, China on February 2005, according to the described
methods[12]. Culture medium used in this study was potato
sucrose agar plates (PSA: potato, 200 g; sucrose, 20 g; agar, 15 g;
distilled water, 1L)[13]. A similar medium but lacking agar was
used as liquid medium (PS).
Test phytopathogens Glomerella glycines, Rhizoctonia
solani, Alternaria alternate, Phytophthora capsici, Botrytis
cinerea, Fusarium graminearum were maintained in our lab.
2.2 Identification of the strain CC09
Methods used for the identification of strain CC09 were
described by Liu et al. (2007), including biochemical and
physiological assays, and 16S rRNA sequence analysis with a pair
of primers 8f and 1492r. Several pairs of primers were used for
PCR amplification of rpoB gene (Table 1). The PCR mixtures
were prepared in 50 µL volumes containing 10×buffer (MgCl2
contained) 5 μL, 10 mM dNTP 1 μL, primers (10 μmol/L) 1 μL,
chromosome DNA of strain CC09 1 μL, Taq DNA polymerase 1
μL, double distilled water 40 μL. DNA amplification was
performed in a GeneAmp PCR system 2,400 (Perkin Elmer) with
an initial denaturation for 2 min at 94 °C, followed by 25 cycles of
denaturation (1 min at 94 °C), annealing (1 min at 55 °C), and
extension (1 min at 72 °C), plus a final extension for 7 min at 72
°C. The PCR products were purified using small agarose gel DNA
recovery kit (Tianwei), sequenced at Ji Tian Nanjing Company,
and analyzed by using the BLAST search program in the GenBank
to compare with the similar sequences retrieved from the DNA
databases. MEGA 4.0 biology software was adopted to construct
the 16S rRNA and rpoB phylogenetic tree.
2.3 Antifungal activity test of the fermentation broth
After incubated in LB liquid medium for 12 h
(OD600=1.2), the strain CC09 was inoculated in a proportion of 1%
into a 1 L flask with 250 mL PS medium, and incubated at 37 °C,
120 rpm for 36 h. The fermentation broth was centrifugated at
10,310×g at room temperature for 10 min to collect the
supernatant for antifungal activity assay.
1 ml of the supernatant mixed with 9 ml of the PSA
medium (50 °C) containing ampicillin (400 μg/ml) was poured
into a Petri dish (9 cm in diameter). Once the medium had cooled,
target fungi discs (7 mm in diameter) taken from the fresh margin
of the mycelium were placed in the middle of the Petri dish with
the mycelium-side downward, and the dish was incubated at 28 °C
for 48 h. Triazolone and sterile water were used as the positive and
negative controls respectively. The inhibitory activities of the
fermentation broth were recorded as the percentage reduction in
the growth of the mycelia in comparison with that of mycelia in
the control dishes[14]. Each experiment had 3 replicates.

2.4 PCR amplification of the genes encoding CLPs synthetases
Several pairs of primers (Table 1) were used for PCR
amplification of the genes that encoded the part of the synthetases
of fengycin (FenD, FenE), iturin (ItuC, ItuD), bacillomycin
(BmyC) and surfactin (SrfC) in strain CC09[10,11,15]. Same PCR
performance was conducted for B. subtilis (positive control) and
sterile water (negative control). DNA amplification was performed
with an initial denaturation for 3 min at 94 °C, followed by 25
cycles of denaturation (1 min at 94 °C), annealing (30 s at 55 °C),
and extension (30 s at 72 °C), plus a final extension for 5 min at 72
°C. PCR products were detected by running agarose gel
electrophoresis and sequences analysis.
2.5 Determination of the antifungal compounds
The antifungal compounds were isolated and gathered
primarily from the broth by macroporous resin (Nan Kai
University, Tianjin, China) adsorption. The fermentation broth
went through the macroporous resin at a rate of 4 ml/min. Having
been adsorbed completely, washed the column with 85% ethanol
at the same rate above. Eluant component was collected under
reduced pressure with rotary evaporator. The extract was then
disposed with silicagel (Marine Chemical Plant, Qingdao) column,
the elution system was chloroform-methanol. Then TLC-bioautography method was employed to guide the separation of the
active sections[14] and further purified with Sephadex-LH20
(Pharmacia Biotech, Sweden) chromatography. Furthermore, the
structure of the active compounds was analyzed by reverse phase
HPLC (Waters Alliance 2695, absorption wavelength 220 nm)
analysis coupled with UV (UV Detector: Waters 2996 Photo
Diode Array) and MS (Mass Spectrometer: Thermo Finnegan
LCQ Deca XP Plus. Electrospray ionization) detection. The results
were taken a comparison to the data of standard compounds in the
Syngenta natural product dereplication database.
3. RESULTS AND DISCUSSION
3.1 Identification of strain CC09
Endophytic bacteria, living for most of their life cycles
inside healthy plant tissues, interact closely with the host plants
and always show great antagonistic activities towards bacterial and
fungal pathogens and therefore could be potentially used as
biological control agents [16,17]. Compared to traditional
chemical agents, they are environment friendly, safer and more
effective and durable, besides, endophytic bacteria could not only
inhibit the growth of phytopathogens, but also are beneficial for
their hosts[18].
According to morphologic observation, strain CC09 had
the following characteristics: the colony was milk white and
opaque, with smooth and moist surface at the primary state and
adhering to the medium tightly, but the colony surface became
hilly wrinkled in later period and its border transformed into a
smooth type, white biofilm formed when cultured statically in
liquid medium. Besides, this strain is gram-positive, rod-shaped,
sometimes chain-shaped, and spores were produced in the later
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Table 1 PCR primers and target genes used in this work.
Primers
8f
1492r
907r
rpoB_r1f
rpoB_r1r
rpoB_r2f
rpoB_r2r
rpoB_r3f
rpoB_r3r
FenD1f
FenD1r
FenEF
FenER
Bacc1f
Bacc1r
Sur3f
Sur3r
ituF
ituR
ItuD1f
ItuD1r

Sequences
AGAGTTTGATCCTGGCTCAG
TACCTTGTTACGACTT
CCGTCAATTCCTTTRAGTTT
AGGTCAACTAGTTCAGTATGG
TAATTCAGCAAGCGGGTTCG
TCAGCTACTTCTTCAACCTC
TTACCTACGAGAAGGTCTCC
AGATCACCCGTGATATTCC
TACTCTTTCGTTACTGCGTC
TTTGGCAGCAGGAGAAGTTT
GCTGTCCGTTCTGCTTTTTC
GTTTCATGGCGGCGAGCACG
GATTCGCGGGAAGCGGATTGAGC
GAAGGACACGGCAGAGAGTC
CGCTGATGACTGTTCATGCT
ACAGTATGGAGGCATGGTC
TTCCGCCACTTTTTCAGTTT
CTGCCTGCGTATATGATTCCGGC
CCGTGATGATGCCGTTCTTCAATCC
GATGCGATCTCCTTGGATGT
ATCGTCATGTGCTGCTTGAG

Target gene
16S rRNA
16S rRNA
16S rRNA
rpoB
rpoB
rpoB
rpoB
rpoB
rpoB
FenD
FenD
FenE
FenE
BmyC
BmyC
SrfC
SrfC
ItuC
ItuC
ItuD
ItuD

References
[14]
[14]
[14]
This work
This work
This work
This work
This work
This work
[31]
[31]
[31]
[31]
[31]
[31]
[31]
[31]
[31]
[31]
[31]
[31]

Table 2 Physiological and biochemical characteristics of strain CC09 and the reference strains of Buchanan and Gibbons and Dong and Cai [19,20].
Item
Shape
Size
Endospore
Gram stain
Glucose acid-producing
Glucose gas-producing
Voges-proskauer test
MR
Pectin degradation
Arabinose utilization
Xylose utilization
Sorbose utilization
Maltose utilization
Sucrose utilization
Fructose utilization
Citrate utilization
Nitrate reductase
Nitrate gas-producing
Nitrite gas-producing
Glucose ferment
Malonate utilization
pH5.7
55℃
Indole production

B. amyloliquefaciens
Rod or cylinder
(0.6-0.8µm)×(1.5-3.0µm)
Middle, elliptic column or elliptical
+
+
+
NA
NA
NA
NA
NA
NA
NA
NA
+
NA
NA
+
NA
+
-

B. subtilis

Strain CC09

Rod or cylinder
(0.7-0.8µm)×(2.0-3.0µm)
Middle, elliptic column or elliptical
+
+
+
NA
NA
+
+
+
+
+
+
+
+
+
+
+
+
-

Rod
0.75 µm×2.1µm
Middle, elliptic column
+
+
+
+
+
+
+
+
+
+
+
+
+
-

“+” represents positive results, “-”represents negative results, “NA” represents data not applicable.

period, which was mid-born and elliptic column or elliptical.
These phenomena suggested that strain CC09 was Bacillus sp.
Based on 16S rRNA gene sequence analysis, strain CC09 was
most likely B. amyloliquefaciens (Fig. 1), which had a 100%
similarity with B. amyloliquefaciens (AB681482.1).
In order to accurately distinguish strain CC09 from B.
subtilis and B. amyloliquefaciens, the biochemical and
physiological properties of the strain were performed according
the characteristics described in Bergey’s Manual of Systematic
Bacteriology Volume 3 (2009). The data listed in Table 2
indicated that strain CC09 is most likely to be B.
amyloliquefaciens rather than B. subtilis.

As we all know, it is quite difficult to identify Bacillus
species only based on traditional physiological and biochemical
methods, even the 16S rRNA gene analysis[15,21]. Usually, a
comparative analysis of the 16S rRNA gene sequence is the most
commonly used genotypic method for bacterial identification[22],
and strains that show 97% sequence similarity in the 16S rRNA
are generally considered to be the same species[23]. However, the
high similarity (98.1-99.8%) has been observed for the 16S rRNA
gene sequences among different Bacillusspecies, such as B.
subtilis and B. amyloliquefaciens[10]. In order to overcome the
limitation of 16S rRNA gene analysis, Palys et al. (2000)[24] and
Rooney et al. (2009)[25] reported that the functional genes such as

004

Xun-Chao et al. / Journal of Applied Biology & Biotechnology 1 (01); 2013: 001-005

gyrA, rpoB, purH, polC and groeL could be used to distinguish the
difference between B. subtilis and B. amyloliquefaciens. Thus, in
this study, we performed a further sequence analysis for the
conserved rpoB gene encoding the subunit of RNA polymerase.
According the phylogenetic analysis, strain CC09 was grouped to
B. amyloliquefaciens with a 100% similarity (Fig. 2). Combined
with physiological and biochemical properties and 16S rRNA and
rpoB genes sequences, the strain CC09 was determined as B.
amyloliquefaciens.
3.2 Antifungal activity of the cell-free fermentation broth
The cell-free fermentation broth, which was obtained by
centrifugation (10,310 g for 10 min) of the culture broth of strain
CC09 that was cultured at 28 °C for 48 h, exhibited significant
growth inhibition against the test phytopathogens, with which the
inhibition rate of 95%, 85% and 80% against G. glycines, R.
solani and A. alternate respectively; moderate inhibition rate
against F. graminearum (50%) and F. oxysporum (40%); and
weak inhibition rate against P. capsici (18%) (Fig. 3).
3.3 Detection of CLPs synthetase genes
Based on PCR amplification (Fig. 4), the chromosome
DNA of strain CC09 was amplified with the primer pairs of
FenEF and FenER (target: FenE), Sur3f and Sur3r (target: SrfC),
ituF and ituR (target: ItuC), ItuD1f and ItuD1r (target: ItuD), but
not with the primer pairs of Bacc1f and Bacc1r (target: BmyC),
FenD1f and FenD1r (target: FenD). This result indicated that stain
CC09 at least had the gene clusters that encode the CLPs
synthetases
of iturins (ItuD, ituR), fengycins (FenE) and
surfactins (SrfC).
Moreover, sequences analysis showed that the given PCR
products had a high homology similarity with Bacillus genes that
were retrieved from GenBank. This result also indirectly indicated
that strain CC09 has the potential to produce three families of
CLPs.
Because of the structure difference of CLPs and the
diversity of its producing strains, and meanwhile the commonly
coexistence of CLPs in the metabolites, it’s difficult to identify
and purify which family them belong to. The detection of CLPs
synthetase gene corresponding to NRPS afford us a easy way to
predict the structure of these complex, and then make the
isolation and purification process of CLPs much easier.
3.4 Confirmation of the antifungal CLPs
Through X-5 macroporous resin absorption, we obtained
about 280 mg of brown extract from 13 L culture broth of strain
CC09. And 40 mg final active compounds were then obtained by
the further purification procedures.
By comparing the UV absorbance, MS spectrum and
retention time with the standard CLPs compounds purchased from
Sigma, we proved that the antifungal fraction of the extract
contained surfactins, iturins and fengycins, which was consistent
with the analysis of CLPs synthetases genes.

B. amyloliquefaciens is a species of bacterium in the genus
Bacillus that was discovered in soil 1943[26]. According to
genomics comparison, B. amyloliquefaciens is not only closely
related to B. subtilis with similarity of 50% genes in the whole
genome[27], but also can synthesize several CLPs, such as iturins,
fengycins and sufactins[28], which is confirmed by our study
based on PCR amplification and sequence analysis of the genes
encoding CLPs synthetase as well as HPLC detection. It has been
well documented that CLPs exhibit excellent biological activities,
which can be used to control of both soil-borne diseases and
phyllosphere diseases, such as tomato damping-off disease caused
by R. solani, melon necrotic leaves disease infected by P. fusca
[29,30]. However, to our knowledge, B. amyloliquefaciens and its
active metabolites are rarely reported to be used to control root
fungal diseases. Compared to B. subtilis, B. amyloliquefaciens has
at least two advantages [27]: (1) it not only exhibits antimicrobial
activities, but also improves plant growth; (2) it employs about
7.5% of genes in the chromosomes, which encode the
nonribosomal peptide-synthetases (NRPSs) and polyketide
synthetases (PKSs). These characteristics together with the
endophytic properties make the strain CC09 of B.
amyloliquefaciens a potential for agricultural application as an
alternative agent of B. subtilis.
4. CONCLUSION
Endophytic microbes are considered to be one of the
most important bioactive compounds pool with a potential
application in both pharmaceutical and agrichemical industries. An
endophytic bacterium that was isolated from healthy Cinnamomum
camphora leaves and identified to be Bacillus amyloliquefaciens
CC09 based on 16S rRNA and rpoB genes analysis and
physiological and biochemical assays shows a potential antifungal
activity against several phytopathogens such as Glomerella
glycines, Rhizoctonia solani and Alternaria alternate. The
antifungal mechanism of strain CC09 was probably due to the
production of CLPs such as iturins based on PCR amplification of
specific genes encoding iturin, fengency and surfactin
synthethases. The broad antifungal spectra of the active constitutes
in the metabolites and good environmental adaption of strain
CC09 made it possible to be developed as a potential biocontrol
agent in control of plant fungal diseases.
ACKNOWLEDGEMENTS
This work was financially supported by National Natural
Science Foundation of China (31272081), Jiangsu Provincial Fund
for Science and technology support projects (BE2011355,
BE2012372), and the grants from the Public Benefits Project
sponsored by Ministry of Environmental Protection of PRC
(201009023).
REFERENCES
1.

Compant S, Cle´ment C, Sessitsch A. Plant growth-promoting
bacteria in the rhizo- and endosphere of plants: their role,

Xun-Chao et al. / Journal of Applied Biology & Biotechnology 1 (01); 2013:001-005

2.
3.

4.

5.
6.

7.

8.
9.

10.

11.

12.

13.

14.

15.

16.

17.

18.

colonization, mechanisms involved and prospects for utilization. Soil
Biology and Biochemistry. 2010; 42:669-678.
Barbara R, Thomas H. Living inside plants: bacterial endophytes.
Current Opinion in Plant Biology. 2011; 4:435-453.
Weyens N, Van der Lelie D, Taghavi S, Vangronsveld J.
Phytoremediation: plant-endophyte partnerships take the challenge.
Current Opinion in Biotechnology. 2009; 20:248-254.
Strobel G, Stierlea A, Stierle D. Taxol and taxane production by
Taxomyces andreanae, an endophytic fungus of pacific yew. Science.
1993; 260(9):214-216.
Zhu SM. Isolation and identification of endophytes in Ginkgo biloba
L. Journal of the graduates(in Chinese). 2011; 32:64-74.
Zhai YN, Guo H, Wei H, Zhan DJ, Yao SL, Hao H, Bie XM. Current
State in Fermentation, Isolation, and Purification of Lipopeptide
Antibiotics from Bacillussp. China Biotechnology. 2011; 31(
11):114-122.
Toure Y, Ongena M, Jacques P, Guiro A, Thonart P. Role of
lipopeptides produced by Bacillusgrey mould disease caused by
Botrytis cinerea on apple. Journal of Applied Microbiology. 2004;
96: 1151-1160.
Marc O, Philippe J. Bacilluslipopeptides:versatile weapons for plant
disease biocontrol. Trends in Microbiology. 2008; 16(3):115-125.
Deleu M, Paquot M, Nylander T. Fengycin interaction with lipid
monolayers at the air-aqueous interface-implications for the effect of
fengycin on biological membranes. Journal of Colloid and Interface
Science. 2005; 283:358-365.
Chien HH, Mu TC, Lina H, Wen SC. Development of a novel PCR
assay based on the gyrase B gene for species identification of
Bacilluslicheniformis. Molecular and Cellular Probes. 2012; 25:215217.
Krzysztofa N, Mariusz B, Michał O. Multicellular behaviour and
production of a wide variety of toxic substances support usage of
Bacillussubtilis as a powerful biocontrol agent. Acta Biochimica
polonica. 2007; 54(3):495-508.
Liu CH, Zou WX, Lu H, Tan RX. Antifungal activity of Artimisia
annua endophyte cultures against some phytopathogenic fungi.
Journal of Biotechnology. 2001; 88:277-282.
Liu CH, Chen X, Liu TT, Lian B, Gu Y, Caer V, Xue YR, Wang BT.
Study of the antifungal activity of Acinetobacter baumannii LCH001
in vitro and identification of its antifungal components. Applied
Microbiology and Biotechnology. 2007; 76:459-466.
Li H, Wang X, Han M, Zhao Z, Wang M, Tang Q, Liu C, Kemp B,
Gu Y, Shuang J. Endophytic Bacillussubtilis ZZ120 and its potential
application in control of replant diseases. African Journal of
Biotechnology. 2012; 11(1):231-242.
Roberts MS, Nakamura LK, Cohan FM. Bacillusmojavensis sp. nov,
distinguishable from Bacillussubtilis by sexual isolation, divergence
in DNA sequence, and differences in fatty acid composition.
International Journal of Systematic and Evolutionary Microbiology.
1994; 44:256-64.
Lodewyckx C, Vangronsfeld J, Porteous F, Moore ERB, Taghavi S,
Mergeay M, Lelie D. Endophytic bacteria and their potential
applications. Critical Reviews in Plant Sciences. 2002; 21:583-606.
Sturz AV, Christie BR, Nowak J. Bacterial endophytes: potential role
in developing sustainable system of crop production. Critical
Reviews in Plant Sciences. 2000; 19:1-30.
Chen XH, Koumoutsi A, Scholz R, Eisenreich A, Schneider K,
Heinemeyer I, Morgenstern B, Voss B, Hess WR, Reva O.
Comparative analysis of the complete genome sequence of the plant
growth-promoting bacterium Bacillusamyloliquefaciens FZB42.
Nature Biotechnology. 2007; 25(9):1007-1014.

005

19. Buchanan RE, Gibbons NE. Berger bacteria identification manual
(eighth edition). science press. 1984; 752.
20. Dong XZ, Cai MY. Common bacteria identification system
manual.science press. 2001.
21. Nakamura LK, Roberts MS, Cohan FM. Relationship of
Bacillussubtilis clades associated with strains 168 and W23: a
proposal for Bacillus subtilis subsp. subtilis subsp. nov. and
Bacillussubtilis subsp. spizizenii subsp. nov. International Journal of
Systematic Bacteriology. 1999; 49:1211-1215.
22. Roberts MS, Nakamura LK, Cohan FM. Bacillusmojavensis sp. Nov.,
distinguishable from Bacillussubtilis by sexual isolation, divergence
in DNA sequence, and differences in fatty acid composition.
International Journal of Systematic and Evolutionary Microbiology.
1994; 44:256-264.
23. Reller LB, Weinstein MP, Petti CA. Detection and identification of
microorganisms by gene amplification and sequencing. Clinical
Infectious Diseases. 2007; 44:1108-1114.
24. Janda JM, Abbott SL. 16S rRNA gene sequencing for bacterial
identification in the diagnostic laboratory: pluses, perils, and pitfalls.
Journal Clinical Microbiology. 2007; 45:2761-2764.
25. Palys T, Berger E, Mitrica I, Nakamura LK, Cohan FM. Proteincoding genes as molecular markers for ecologically distinct
populations: the case of two Bacillusspecies. International Journal of
Systematic and Evolutionary Microbiology. 2000; 50(3):1021-1028.
26. Rooney AP, Price NPJ, Ehrhardt C, Swezey JL, Bannan JD.
Phylogeny and molecular taxonomy of the Bacillussubtilis species
complex and description of Bacillussubtilis subsp. inaquosorum
subsp. nov. International Journal of Systematic and Evolutionary
Microbiology. 2009; 59(10):2429-2436.
27. Fukumoto J. Studies on the production of bacterial
amylase.I.Isolation of bacteria secreting potent amylases and their
distribution. Journal of the Agricultural Chemical Society of
Japan (in Japanese). 1943; 19: 487–503.
28. Arguelles-Arias A, Ongena M, Halimi B, Lara Y, Brans A, Joris B,
Fickers P. Bacillusamyloliquefaciens GA1 as a source of potent
antibiotics and other secondary metabolites for biocontrol of plant
pathogens. Microbial Cell Factories. 2009; 8:63.
29. Chen XH, Koumoutsi A, Scholz R, Schneider K, Vater J, Süssmuth
R, Piel J, Borriss R. Genome analysis of Bacillusamyloliquefaciens
FZB42 reveals its potential for biocontrol of plant pathogens. Journal
of Biotechnology. 2009; 140: 27-37.
30. Asaka O, Shoda M. Biocontrol of Rhizoctonia solani damping-off of
tomato with Bacillussubtilis RB14. Applied Environmental
Microbiology. 1996; 62:4081-4085.
31. Athukorala S.N.P., Fernando W.G.D., Rashid K.Y. Identification of
antifungal antibiotics of Bacillus species isolated from different
microhabitats using polymerase chain reaction and MALDI-TOF
mass spectrometry. Canadian Journal of Microbiology. 2009;
55:1021-1032.

How to cite this article:
Cai Xun-Chao, Li Hui, Xue Ya-Rong, Liu Chang-Hong. Study of
endophytic Bacillus amyloliquefaciens CC09 and its antifungal
CLPs. J App Biol Biotech. 2013; 1 (01):001-005

