
Contents lists available at ScienceDirect

Biological Control

journal homepage: www.elsevier.com/locate/ybcon

Isolation, identification and in vitro characterization of grapevine
rhizobacteria to control ochratoxigenic Aspergillus spp. on grapes

Mayssa Arfaouia,b,⁎, Jessica Vallanceb,c, Emilie Bruezb, Awatef Rezguib, Imen Melkid,
Samir Chebild, Najla Sadfi-Zouaouia, Patrice Reyb,c

aMycologie, Pathologies et Biomarqueurs, Faculté des Sciences de Tunis, Université de Tunis El Manar, 2092 Tunis, Tunisia
b INRA, UMR1065 Santé et Agro-écologie du Vignoble (SAVE), ISVV, F-33140 Villenave d’Ornon, France
cUniversité de Bordeaux, Bordeaux Sciences Agro, UMR1065 SAVE, F-33130 Gradignan, France
d Laboratoire de Physiologie Moleculaire des Plantes, Centre de Biotechnologie de Borj-Cédria (CBBC), Hammam-Lif, Tunis, Tunisia

G R A P H I C A L A B S T R A C T

109 Bacteria strains were isolated
from grapevine rhizosphere

in Tunisian vineyards

Bacterial strain 
identification based on 

16S and rpob genes

In vitro tests: Direct confrontations Aspergillus Carbonarius

Aspergillus Ochraceus

In vivo tests on detached grape berries

21 potentially 
interesting strains 

were selected

Antibiotic genes 
screening 

PGP traits Siderophores production 

Phosphate solubilisation

Community-Level 
Physiological 

Profiling (CLPP) 

39 Bacterial strain 
characterization

Aspergillus Carbonarius

Aspergillus Ochraceus

A R T I C L E I N F O

Keywords:
Antifungal activity
Aspergillus carbonarius
Aspergillus ochraceus
Bacillus spp.
Bacillus pumilus
Biocontrol

A B S T R A C T

Aspergillus spp. are fungal pathogens that attack the grape and that are known for their secretion of mycotoxins,
in particular, ochratoxin which is very toxic. A total of 39 bacterial strains isolated from the rhizosphere in
Tunisian vineyards were identified using 16S rDNA and rpob gene sequencing: 35 were Bacillus spp. strains, 2
were Brevibacterium spp., 1 was Paenibacillus sp. and 1 strain was Microbacterium oxydans. Biochemical and
microbiological screenings revealed that those 39 strains (i) metabolized differently carbon sources, (ii) pos-
sessed antibiotic genes and (iii) produced siderophores. Based on their PGP traits, 21 strains were selected and
tested in vitro for their antagonistic effect against two fungal pathogens, Aspergillus ochraceus and A. carbonarius.
All the tested antagonists were able to reduce the growth of A. ochraceus, with Bacillus amyloliquefaciens being
the most efficient; and A. carbonarius, in particular Bacillus pumilus. In vitro screening using detached berries
showed the potential of B. pumilus strain G3AX for inhibiting contaminations by Aspergillus spp., that are OTA-
producing fungi. At the berry surface, the efficacy of the bacterial strains strongly depended on the presence or
absence of wounds.

1. Introduction

Grapevine is one of the most cultivated fruit crop species in the

world. The world vineyard spreads over five continents and has a sur-
face area of 7,5 million hectares (International Organization of Vine
and Wine (OIVV) (2016)). In Tunisia, viticulture has begun in antiquity
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as in other countries of the Mediterranean Basin, thanks to Phoenicians
and Carthaginians. The vineyard sector occupies an important place in
the national economy. It generates a volume of employments of about 1
million working days and financing in the trade balance by the annual
export of 37,000 hl of wine to European countries (Interprofessional
Grouping of Fruits (GIFRUIT) (2016)).

Currently, the Tunisian vineyard occupies 22,000 ha of which
12,000 ha are planted with table grape cultivars (Interprofessional
Grouping of Fruits (GIFRUIT) (2016)). Vine plantations are con-
centrated in the North, the centre and the South, where planted areas
spread quickly from one year to another (Interprofessional Grouping of
Fruits (GIFRUIT) (2016)). The most cultivated vine cultivars in the
Tunisian territory are Muscat d'Italie, Seedless Superior and Muscat
d'Alexandrie. Despite its importance, domestic production of table
grape represented 133,500 tons in 2016 (Agricultural Statistics Analysis
(ASA) (2016)), but it remains dependent on weather conditions and
disease resistance. Fungi are the main microorganisms responsible for
losses in agriculture, 83% of plant diseases are due to fungi and 17%
being caused by bacteria and viruses. Vine is known for its high sen-
sitivity to fungal diseases and pests that seem to be the main cause of
the decrease in production in the Tunisian vineyard. Aspergillus spp. are
filamentous fungi attacking grape berries that can alter the hygienic
quality of grapes. Contamination of grapes and grape products by As-
pergillus spp. belonging to the Nigri section is known to occur very
widely. The species Aspergillus niger, A. tubingensis and A. carbonarius
are included within this section and during their growth, these fungi are
able to produce mycotoxins including ochratoxin A (OTA) and fumo-
nisin B2 (FB2) (Battilani and Pietri, 2002; Bejaoui et al., 2006; Filali
et al., 2001; Ospital et al., 1998; Somma et al., 2012). OTA is the most
common mycotoxin detected in grapes and grape derived products,
such as grape juices, wines and dried vine fruits (Aksoy et al., 2007;
Visconti et al., 2008; Zimmerli and Dick, 1996).

Although the application of fungicides remains one of the most
powerful and cost-effective tools to reduce the incidence of fungal pa-
thogens in most crops (Munimbazi et al., 1997), the European Union
has established a strict legislation concerning their use, due to the de-
velopment of resistant fungal strains and the negative effects of fungi-
cides on human health and the environment (De Costa and Bezerra,
2009). Maximum residue levels of pesticides were established for all
foodstuffs intended for human or animal consumption in the European
Union (European Commission, 2013). Recognizing the real danger of
the presence of chemicals or fungicides in food for humans and animals
(carcinogenic properties), farmers and consumers are increasingly
turning to organic practices and the consumption of natural and healthy
products (Mie et al., 2017).

Biological control is one of the most promising alternatives to un-
popular synthetic fungicides, and research on postharvest biocontrol
has increased in recent decades (Droby et al., 2009). The main char-
acteristics of an ideal biocontrol agent were defined by Wilson and
Wisniewski (1989), and are related to biosafety, activity in a range of
environments and against a variety of pathogens, and ease of man-
agement and use. Members of the genera Bacillus (Kumar et al., 2012;
Ren et al., 2013), Pseudomonas (Cirvilleri et al., 2005; Zhou et al., 1999)
and Pantoea (Nunes et al., 2002), among others, were shown to be ef-
fective in the biological control of mould rots. Bacillus, Pseudomonas and
Streptomyces showed significant capacity for the biocontrol of bacteria
(Bressan, 2003; Fravel, 2005). Bacteria of the genus Bacillus have ample
capacity for the production of secondary metabolites with antimicrobial
activity, the main source of their antagonistic potential against patho-
gens in plant tissues (Rückert et al., 2011). Antimicrobial compounds
with circular lipopeptide structures, produced by many strains of the
genus Bacillus, demonstrated significant antifungal and antibacterial
activity (Dimkic et al., 2013; Yu et al., 2002)

In that context, this study was conducted in order to investigate the
potential of grapevine rhizobacteria as biocontrol agents against
ochratoxigenic fungi, i.e. Aspergillus ochraceus and A. carbonarius.

Different approaches were used: i) isolation and identification of bac-
terial candidates by sequencing the 16S rRNA and rpoB genes. (ii) The
abilities of the isolated bacteria in terms of control of plant pathogens:
detection of antibiotic genes (4 fengycins encoded A, B, D and E; 1
bacillomycin), degradation of different sole-carbon sources, production
of siderophores and phosphate solubilisation, were tested. (iii) Based on
those criteria, the 21 best performing isolates were then selected to test
their inhibitory effects in vitro against two ochratoxigenic fungi A.
ochraceus and A. carbonarius, by dual confrontations onto agar plates
and using a laboratory-scale detached berries test.

2. Materials and methods

2.1. Pathogenic fungal strains

From the fungi collection of the laboratory of Molecular Physiology
of Plants in Biotechnology Center of Borj cedria, two of the most OTA-
producing strains, i.e. ASP31 and ASP73, were selected for antagonistic
assays. The ITS sequences of the two species (Aspergillus carbornius and
Aspergillus ochraceus) are available at the GenBank database under ac-
cession numbers MH249060 and MH249061.

2.2. Bacterial strains

2.2.1. Plant material and sampling
In order to study the bacterial microflora inhabiting the rhizosphere

of tunisian grapevines, a sampling was carried out in summer 2013 in
two vineyards located insahel region situated in the east central part of
Tunisia (one is a biological plot, the other is a conventional one). These
vineyards consisted of mature grapevines (10-years old plants) of the
table grape cultivar, Rich Baba Sam. They were irrigated with a drip
irrigation system. Rhisospheric soil samples (0–15 cm) were collected
from 10 distant points of each plot: 20 in total.

2.2.2. Isolation of bacteria from the rhizosphere of Tunisian vineyards
Rhizobacteria were isolated according to the serial dilution tech-

nique, which consisted of mixing 8 g of each of the 20 soil samples, with
50ml of a physiological saline solution (0.85% NaCl in distilled water).
The solutions thus obtained were stirred for 15min and filtrated, before
being subjected to a dilution series (from 10−1 to 10−9) and inoculated
on a Luria-Bertani culture medium (LB, 5 g of yeast extract, 10 g of
peptone, 10 g of NaCl and 15 g of bacterial agar). Petri dishes were then
incubated 24 h at 25 °C.

After incubation, individualized colonies of different appearances
were subcultured onto LB medium. The isolates thus obtained were
purified by 3 successive subcultures on the same medium. A total of 109
bacterial strains were recovered from the soil samples collected. The 39
most abundant were selected based on morphological differences and
subsequently purified onto LB agar and characterized.

2.2.3. Identification of bacteria by sequencing the 16S rRNA and rpoB
genes

Genomic DNA from the 39 selected bacterial strains was extracted
from pellets obtained after centrifugation of pure cultures grown in
Tryptone Soy Broth (TSB, Conda) by using the commercial kit Invisorb
Spin Plant Mini Kit (Invitek) following the manufacturer's instructions.
The DNA extracts were quantified with a nanodrop (ND-1000,
Thermoscientific, Labtech) and homogenized at a concentration of
20 ng/µl. DNA samples were sent to Beckman Coulter Genomics
(Takeley, United Kingdom) for sequencing the 16S rRNA and rpoB
genes, respectively with the primers 799f and 1492r, and rpoBf and
rpoBr (Table 1). For species level identification, sequences were com-
pared with the GenBank database by using the Blastn program (Altschul
et al., 1997). The 16S rRNA and rpoB are available at the Genbank
database under accession numbers MH236385 to MH236421.
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2.2.4. Community-level physiological profiling (CLPP) of rhizobacteria
Bacterial strains in suspension were quantified by fluorochrome

staining (500 µl Chemsol B16 buffer+ 2.5 µl fluorochrome
Chemchrome V6 fluorescein acetate; Biomérieux, Marcy l’Etoile,
France) followed by epifluorescent direct counts using an optical mi-
croscope (Model BH2, Olympus France, Rungis, France). A minimum of
300 cells was counted in at least 10 different fields of view and the
average number of dyed cells per field was finally expressed as CFU/ml.
The isolated bacteria were then distributed in 96-well BiologTM

EcoPlates (AWEL International) (150 µl/well) with a concentration of
106 CFU/ml. These 96-well plates contained 31 different carbon sources
plus a control well in triplicate. The plates were incubated at 26 °C in
the dark. Tetrazolium violet redox dye was used for each well as a
colour indicator if added microorganisms utilized the substrates (Insam
and Goberna, 2004). Absorbance or optical density (OD) was measured
at a wavelength of 590 nm with a microplate reader (Multimo micro-
plate reader, Synergy HT, Biotek) after 24 h, 48 h and 5 days of in-
cubation. To minimize the effect of difference in densities between
plates, data were standardized as follows: the average well colour de-
velopment (ACWD) was calculated for each plate; then, the blanked
absorbance value of each well was divided by the ACWD of the corre-
sponding plate to get a corrected OD value (Garland and Mills, 1991).
All corrected OD values were set to fall within 0 and 2 (boundary limits)
and were then used for Principal Components Analyses with R (version
3.1.3.).

2.2.5. Antagonistic and plant growth Promoting (PGP) traits screening
Detection of antibiotic genes. The 39 selected bacterial strains were

screened for the production of lipopeptide (LP) antibiotics by using
specific primers that amplify genes from the fengycin and iturin fa-
milies. Four genes of 4 fengycin (A, B, D and E) and 1 of iturin (a ba-
cillomycin gene) were searched for (Alvarez et al., 2011; Lin et al.,
1998; Ramarathnam et al., 2007). PCR assays were performed in a
Mastercycler Gradient Thermocycler (Eppendorf) in 30 µl reaction vo-
lume consisting of 3 µl of buffer (10X), 1 µl of MgCl2 (50mM), 0.6 µl of
dNTP (10mM), 0.6 µl of each primer (Table 1), 3 µl of BSA (10 µg/µl)
(New England BioLabs), 0.1 µl of Silver Star DNA polymerase (Euro-
gentec), 19.1 µl of sterile distilled water and 2 µl of DNA (20 ng/µl).
PCR products were visualized by 2% TBE gel electrophoresis.

Siderophore production. Bacterial strains were tested for their ability
to produce siderophores under Fe3+ limiting conditions by a plate assay
adapted from Schwyn and Neilands (1987). Fresh cultures were plated
onto CAS blue-agar [2.5% nutrient broth (NB, Conda), 1.5% agar, 0.1 M
piperazin-1,4-bisethanesulfonic acid (PIPES), 10 µM Chrome Azurol S
(Sigma) and 0.2mM hexadecyltrimethylammonium bromide (HDTMA,
Sigma)]. When Fe3+ was removed from the Chrome Azurol S complex

by high-affinity bacterial siderophores, the colour of plates changed
from blue to orange. Siderophore production was then measured after
one week of incubation based on the size of the orange haloes (ds)
formed around the colonies. The strains were denoted sid+, sid++
and sid+++ respectively when 0mm < ds≤ 5mm,
5 < ds≤ 10mm and ds > 10mm. The experiment was made in tri-
plicate and repeated three times.

Phosphate solubilisation. The 39 bacterial strains were further tested
for their ability to solubilise phosphates on Pikovskaya agar medium
(PVK) [(NH4)2SO4, 0.5 g/l; yeast extract, 0.5 g/l; calcium phosphate
(Ca3(PO4)2), 5 g/l; KCl, 0.2 g/l; Magnesium sulphate (MgSO4·7H2O),
0.1 g/l; glucose, 10 g/l; Agar, 15 g/l; MnSO4·2H2O, 0.002 g/l;
FeSO4·7H2O 0.002 g/l; pH=7]. Bacterial plugs (5 mm diameter) from
fresh bacterial cultures were placed on the centre of PVK Agar plates
and incubated at 28 °C. Five repetitions were made for each bacterial
strain and the experiment was repeated three times. The solubilisation
zone was determined 10 and 15 days after inoculation by subtracting
the diameter of bacterial colony from the diameter of total zone (dp).
The strains were denoted phos+, phos++ and phos+++ respec-
tively when 5mm < dp≤ 15mm, 15mm < dp≤ 30mm and dp >
30mm (Rezgui et al., 2016).

Based on the previously described characterization assays, the 21
most promising bacterial strains were evaluated for their biocontrol
potential against Aspergillus ochraceus and A. carbonarius.

2.3. In vitro antagonism of bacteria against two ochratoxigenic fungi A.
ochraceus and A. carbonarius

2.3.1. Direct confrontation assays
The antagonist activity of bacterial isolates was tested against

Aspergillus carbonarius and A. ochraceus, i.e. 2 ochratoxigenic fungi
frequently found in grapevine, using the dual culture technique de-
scribed by Déniel et al. (2004). Bacterial strains were streaked at the
edges of Petri plates containing Potato Dextrose Agar (PDA, Biokar
diagnostics, France) and, after 48 h of incubation at 27 °C, a 6mm
mycelial plug of each pathogenic fungus was placed in the centre of
each plate. The plates were then incubated at 27 °C for 5 days. All ex-
periments were performed in triplicate and repeated three times. The
percentage of growth inhibition was calculated using the formula,
(R1–R2)/R1×100, where R1 is the radial distance (mm) grown by
pathogenic fungi in the direction of the antagonist, and R2 is the radial
distance (mm) grown by pathogenic fungi in control plates (Whipps,
1987).

2.3.2. Volatile bacterial substances assays
Rhizobacteria were tested for their ability to produce volatile

Table 1
Pairs of primers used.

Applications Gene Primer name Sequence 5′3′ Amplicon size Annealing T°C

Sequencing Fungi ITS ITS1f
ITS4

CTTGGTCATTTAGAGGAAGTA
A TCCTCCGCTTATTGATATGC

650 bp 59 °C

Bacteria 16S rRNA 799f AACMGGATTAGATACCCKG 750 bp 52 °C
1492r GTTACCTTGTTACGACTT

rpoB rpoBf GACGATCATYTWGGAAACCG 350 bp 55 °C
rpoBr GGNGTYTCRATYGGACACAT

Antibiotics screening Lipopeptide Fengycin FENAf GACAGTGCTGCCTGATGAAA 900 bp 54 °C
FENAr GTCGGTGCATGAAATGTACG
FENBf ATCCATGGTTAAAAACCAAAAT 950 bp 54 °C
FENBr ACGGATCCATGCTATTTGGCAGC
FENDf TTTGGCAGCAGGAGAAGTTT 950 bp 53 °C
FENDr GCTGTCCGTTCTGCTTTTTC
FENEf GCCAAAAAGAAACGAGCAG 950 bp 53 °C
FENEr GTCGGAGCTAACGCTGAAAC

Bacillomycin BACCf GAAGGACACGGCAGAGAGT 900 bp 60 °C
BACCr CGCTGATGACTGTTCATGC
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substances inhibiting fungal growth using the double plate technique.
Strains of Aspergillus ochraceus and A. carbonarius were grown on Malt
Extact Agar (MEA) for 7 days at 27 °C in the dark so that the colonies
reached a sufficient size of 3.1 cm radius on average before being in-
verted over the Tryptic Soy Agar (TSA, Conda) streaked dishes con-
taining the bacterial strains to test and sealed with Parafilm. This ar-
rangement allowed the Petri plates inoculated with the Aspergillus
strains not to be contaminated by the bacteria that may fall. Plates were
incubated at 27 °C in the dark. 10 repetitions were made for each
bacterial strain and the experiment was repeated three times. The
fungal growth was measured after 5 and 7 days of incubation as com-
pared to the control. The control plates had only each of the two
Aspergillus species growing in them.

2.4. Grape berry rot bioassays with Aspergillus ochraceus and A.
carbonarius

For in vitro grape berry rot bioassays, table grapes (cultivar:

Thompson Seedless) originating from the supermarket were washed for
15min under continuous tap-water flow. Then, they were surface dis-
infected via immersion in sodium hypochlorite solution (50 g/l; pH 7.2)
for 10min, rinsed three times with sterile distilled water and then left to
dry at room temperature. Undamaged grape berries were selected vi-
sually and carefully cut off from the grape bunches, using scissors, with
the pedicel attached.

The efficacy of bacteria against both A. ochraceus and A. carbonarius
was tested on wounded and unwounded berries. The experimental de-
sign consisted of 20 berries per treatment (strain x pathogen x woun-
ded–unwounded). Unwounded berries were dipped in bacterial sus-
pensions (LB medium). For wounded berries, three artificial wounds
(1–1.5 mm in diameter) were made using a sterile pipette tip. Then,
10 µl of each bacterial strain suspension were introduced into each
wound site. The control treatments with wounded and unwounded
berries consisted of: (i) UUC (untreated uninoculated control) untreated
with the bacteria and uninoculated with the pathogen, (ii) UC (un-
treated control) inoculated with mycelium plugs of the pathogen only,

Table 2
Description and in vitro screening results of the bacterial strains.

Strains Cropping
management

Molecular screening Antagonistica and PGPb traits

16S rDNA gene (GenBank ref %id) rpoB gene (GenBank ref %id) FeA FeB FeD FeE Bacc Phosphate
solubilisation

Siderophore
production

KD1 Conv Brevibacterium frigoritolerans
(99%)

– + + – + – – +++

I3L Org Paenibacillus sp. (97%) – + + + + – – ++
G3AM1 Org Bacillus sp. (97%) Bacillus sp. (97%) + + + + + – +
G3AX1 Org Bacillus siamensis Bacillus velezensis (100%) + + + + – – +
G4B2 Org Bacillus mojavensis (99%) Bacillus sp. + + + + + – +
G3AF2 Org Microbacterium oxydans (99%) – + – – – – – +
J4F Org Bacillus thuringiensis Bacillus thuringiensis (100%) + + + + – – +
G3 Org Bacillus endophyticus Bacillus safensis (99%) + + + + – – +
G5 Org Bacillus endophyticus Bacillus safensis (99%) + + + + – – +
I1 Org Bacillus weihenstephanensis (99%) – + + + + – – +
I2 Org Bacillus axarquiensis Bacillus amyloliquefaciens

(100%)
+ + + + – – +

I2M Org Bacillus toyonensis Bacillus velezensis (100%) + + + + – – ++
J4C Org Bacillus amyloliquefaciens Bacillus amyloliquefaciens

(100%)
+ + – + – – ++

J4D Org Bacillus amyloliquefaciens Bacillus velezensis (100%) + + + + – – ++
G5A1 Org Bacillus pumilus Bacillus safensis (100%) + + + – – – ++
G5D Org Bacillus endophyticus (99%) Bacillus sp. + + + + – – +
G3AX2 Org Bacillus subtilis Bacillus safensis (99%) + + + + – – +
G3AX Org Bacillus pumilus (99%) – + + + + – + +
k2 Conv Bacillus sp. (98%) – + + – + – – +++
I4 Org Bacillus amyloliquefaciens Bacillus velezensis (100%) + + + + – – +
M4 Conv – Bacillus endophyticus (99%) + – – – – – +
K4S Conv Bacillus subtilis (99%) Bacillus endophyticus (99%) + + + + – – +
L2 Conv Bacillus cereus Bacillus amyloliquefaciens

(100%)
+ + + + – – ++

L3 Conv Bacillus pumilus (99%) – + + – – – – +
J4F1X Org Bacillus subtilis Bacillus cereus (100%) + – – + – – +
K2E1 Conv Bacillus simplex (99%) – – – – – – – +
I2C Org Bacillus thuringiensis Bacillus thuringiensis (100%) + + + + – – +
G4B1 Org Bacillus subtilis (100%) Bacillus sp. + – + + + – +
G3AX1M Org Bacillus atrophaeus Bacillus velezensis (100%) – – + + – + +
G4A1 Org Bacillus subtilis (99%) Bacillus sp. + + + + + – ++
G3A3 Org Bacillus axarquiensis Bacillus velezensis (100%) + + – + – – ++
G5C Org Bacillus endophyticus (99%) – + – + – – – +
J1XM Org Bacillus pumilus (99%) – + + + + – – +
K3 Conv Bacillus sp. Bacillus amyloliquefaciens

(100%)
+ – – – – – +++

G3A2 Org Bacillus amyloliquefaciens (99%) Bacillus sp. + + + + – – ++
K2E1X Conv Bacillus sp. (98%) – + + – + – + +
G3AF1 Org Brevibacterium halotolerans (99%) – + + + + – – +
J4FS Org Bacillus amyloliquefaciens Bacillus amyloliquefaciens

(100%)
+ + + + – – ++

G3A Org – Bacillus velezensis (100%) + + + + – + +

Org: organic cropping management, Conv: conventional cropping management, Bacc: bacillomycin, Fe: fengycin.
a Antagonistic traits: antibiotic genes, siderophore production.
b Plant Growth Promoting (PGP) trait: phosphate solubilisation.
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(iii) MC (medium control) untreated and uninoculated controls sprayed
only with sterile bacterial LB culture medium, (iv) FC (fungicide con-
trol) berries sprayed to runoff, using an EcoSpray sprayer (A 520) with
a fungicide solution of Fluazinam (Sekoya, Syngenta France SAS, 50%
a.i., 250 g a.i. 100 l) (Haidar et al., 2016).

In order to allow bacteria to better colonize the berries before pa-
thogen inoculations, 20 berries were placed on a metallic grid in plastic
boxes (19×13×4 cm) filled with 100ml of sterile distilled water and
placed into a controlled growth incubator (Conviron CMP-5090;
Winnipeg, Manitoba, Canada) at 28 °C in the dark for 24 h. After in-
cubation, the centre of each wounded and unwounded fruit was in-
oculated with a mycelial plug (4mm in diameter) of either A. ochraceus
or A. carbonarius with the mycelial side facing the berry surface. The
humidified boxes for A. ochraceus and A. carbonarius were then replaced
in the growth chambers at 28 °C. For each berry, the percentage of
rotten berry surface area was visually scored, and the average rot se-
verity of each treatment was calculated as described by Haidar et al.
(2016). Development of A. carbonarius and A. ochraceus rot severity was
assessed at 8 dpi on wounded and unwounded berries. The experiment
was repeated two times.

2.5. Statistical analyses

All the statistical analyses were done using R statistical software,
version 3.1.3. The data were first subjected to the Shapiro-Wilks and
Levene’s tests to check the normality and equality of variances before
being subsequently subjected to the nonparametric Kruskal-Wallis test
and the relative contrast effects analysed by the nparcomp package
(version 2.0). For CLPP data, in the Vegan R-Package, the Anosim test
using Bray-Curtis distance was employed to compare the data (Rezgui
et al., 2016). For the grape berries rot bioassays, analyses of variance
(ANOVAs) and Tukey’s post-hoc tests were done using the Rcmdr R-
Package.

3. Results

3.1. Characterization of the bacterial strains isolated from the rhizosphere
of Tunisian vineyards

Based on partial 16S rRNA and rpoB genes sequencing (Table 2), the
majority of the bacterial strains belonged to the Bacillus genus (34
strains): Bacillus velezensis (7 strains), B. amyloliquefaciens (6 strains), B.
endophyticus (4 strains), B. safensis (4 strains), B. pumilus (3 strains), B.
subtilis (3 strains), B. thuringiensis (2 strains), B. mojavensis (1 strain), B.
weihenstephanensis (1 strain), B. simplex (1 strain), B. cereus (1 strain)
and 3 strains of Bacillus sp. Other bacterial species were identified:
Brevibacterium species (2 strains), i.e. Brevibacterium halotolerans (1
strain) and B. frigoritolerans (1 strain), Microbacterium oxydans (1 strain)
and Paenibacillus sp. (1 strain).

The 5 genes coding for the screened antibiotics were detected in
three strains: Bacillus sp. G3AM1, B. mojavensis G4B2, and B. subtilis
G4A1. Twenty-one strains possessed the 4 fengycin genes (19 Bacillus
spp., Paenibacillus spp. and Brevibacterium halotolerans) while the other
strains expressed at least 1 out of 4 genes. For the strain of B. simplex
K2E1, none of the 5 genes were detected (Table 2).

Regarding the PGP traits, i.e. phosphate solubilisation and side-
rophore production, only 4 strains out of 39 demonstrated both of the
characteristics evaluated: B. pumilus G3AX, B. velezensis G3AX1M and
G3A, and Bacillus sp. K2E1X (Table 2). None of the other strains were
able to solubilize phosphates whereas all the bacteria produced side-
rophores. Three strains produced the greater halo zones, ranging from
14.5 to 18mm (sid +++ strains) and 23 strains developed small ha-
loes ranging from1 to 5mm (sid+ strains).

3.2. Community-level physiological profiles (CLPP) of the isolated
rhizobacteria

The strains distribution on the principal plan generated by the PCA
is represented in Fig. 1. PCA eigenvalues indicate that the first two axes,
Dim 1 and Dim 2, explain 47.2% of the total variability. Globally, no
distinctive pattern in the use of carbon sources was observed between
the 39 bacterial strains isolated from the rhizosphere of Tunisian vi-
neyards (data not shown) except when the type of cropping manage-
ment was considered, i.e. organic or conventional (Fig. 1). Bacterial
species metabolized differently carbohydrates and amino acids de-
pending on the farming system, i.e. organic or conventional.

3.3. In vitro antagonism of bacteria against two ochratoxigenic fungi

3.3.1. Direct confrontations
The 21 selected bacterial strains showed variable inhibition per-

centages for the growth of the two fungal pathogens tested, i.e. A.
carbonarius (P < 0.01) and A. ochraceus (P < 0.01). They ranged from
11.9% to 80.9% and from 17.2% to 85.2% respectively for A. carbo-
narius (Fig. 2) and A. ochraceus (Fig. 3). The most efficient antagonistic
bacteria were Bacillus pumilus (G3AX) and Bacillus amyloliquefaciens (I2)
respectively against A. carbonarius (Fig. 2) and A. ochraceus (Fig. 3).

3.3.2. Volatile bacterial substances
All the 21 bacterial isolates tested showed strong fungal growth

inhibition activity via volatiles. Variable inhibition percentages for the
growth of the two fungal pathogens tested were obtained: they ranged
from 20 to 93.3% and from 8.3 to 97.6% respectively for A. carbonarius
(Fig. 4) and A. ochraceus (Fig. 5). The most efficient antagonistic bac-
teria were Bacillus amyloliquefaciens (I2) and Bacillus sp. (G3AM1) re-
spectively against A. carbonarius (Fig. 4) and A. ochraceus (Fig. 5).
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Fig. 1. Principal Component Analysis (PCA) of bacterial strains isolated from
the rhizosphere of conventional and organic Tunisian vineyards based on their
catabolic profile from BiologTM Ecoplates. Points represent means of 3 replicate
samples. The variation (%) explained by each PCA axis is given in brackets.
BiologTM Ecoplates were incubated 48 h at 27 °C in the dark.
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3.4. Grape berry rot bioassays with Aspergillus ochraceus and A.
carbonarius

Severity reduction results are shown in Figs. 6 and 7. The untreated
controls UC (berries inoculated with the pathogen only) in both
bioassays showed notable Aspergillus rot symptoms. In the A. carbo-
narius bioassay, overall rot severity reached 77% and 54% with the
untreated control (UC) treatments repectively on wounded and un-
wounded berries (data not shown). In the A. ochraceus bioassay, the
overall rot severity values reached with the untreated controls (UC)
were 51% on wounded berries and 12% on the unwounded fruit test
(data not shown). In both bioassays, grape berries for uninoculated
UUC and MC controls were always asymptomatic during the entire
incubation period. The controls FC treated with a fungicide (Fluazinam)
applied at the registered dosage, significantly reduced A. carbonarius
and A. ochraceus symptoms respectively by 74% and 47% on wounded
berries and by 54% and 12% on unwounded berries.

3.4.1. Inhibtion of A. carbonarius berry rot development by bacterial strains
The inhibition rates of 21 bacterial strains for controlling A.

carbonarius rot development at the surface of detached grape berries are
shown in Fig. 6. On wounded berries, 20 strains out of the 21 tested,
significantly protected grape berries from A. carbonarius rot compared
with the untreated control (UC) inoculated with the pathogen only.
Their inhibition levels ranged from 10% to 77%. However, 5 bacterial
strains were characterized by inhibition rates higher than 70%. The
highest value corresponds to the strain G3AX (B. pumilus). On un-
wounded berries, only 5 strains had significant inhibition levels com-
pared to the UC control (P > 0.05), the highest value being exhibited
by Bacillus sp. G3AM1 (54%). Furthermore, pretreatment with two
strains (K2E1X and G3AX1) tended to increase A. carbonarius symptoms
on unwounded fruits (this was not significant at P= 0.05 compared to
the corresponding untreated control UC).

3.4.2. Inhibition of A. Ochraceus berry rot development by bacterial strains
The results for the reduction of A. ochraceus rot lesions are shown in

Fig. 7. On wounded berries, only 9 strains significantly reduced the
development of A. ochraceus rot compared with the untreated control
(UC) inoculated with the pathogen only. Their inhibition levels ranged
from 22% from 50% with Bacillus pumilus G3AX being the most efficient
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strain. On unwounded berries, only 5 out of the 21 strains tested sig-
nificantly reduced A. ochraceus rot symptoms. The highest inhibition
level was 12%. Five strains (I3L, L2, G3AF2, J4C and J4F) tended to
increase A. ochraceus symptoms on unwounded fruit (this was not sig-
nificant at P=0.05 compared to the corresponding untreated control
UC).

4. Discussion

The aim of this study was to isolate efficient bacterial inoculants
having the ability to control or at least to reduce the pernicious effects
of two ochratoxigenic pathogens on grapevine berries, Aspergillus
ochraceus and Aspergillus carbonarius. To our knowledge, this is the first

report describing by molecular, microbiological and biochemical ap-
proaches rhizobacterial strains that inhabit the soils of organic and
conventional Tunisian vineyards, some of these being endowed with
antagonistic abilities.

The molecular characterization of the sampled bacteria was per-
formed by 16S rDNA sequencing and showed that these isolates be-
longed to the genera Bacillus (35 strains), Brevibacterium (1 B. frigor-
itolerans and 1 B. halotolerans), Microbacterium (1M. oxydans) and
Paenibacillus sp. (1 strain). As some strains of Bacillus spp. could not be
identified based on the 16S rDNA gene, sequencing of the rpoB gene
was undertaken leading to the identification of 11 Bacillus species: B.
velezensis (7 strains), B. amyloliquefaciens (6 strains), B. endophyticus (4
strains), B. safensis (4 strains), B. pumilus (3 strains), B. subtilis (2
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strains), B. thuringiensis (2 strains), B. cereus (1 strain), B. mojavensis (1
strain), B. simplex (1 strain) and B. weihenstephanensis (1 strain)
(Table 2). Some of those are described in the literature as frequent and
common colonizers of grapevine organs and tissues, i.e. flowers, berries,
leaves, seeds, roots and vessels (Compant et al., 2011; Marasco et al.,
2013; Pinto et al., 2014; Rezgui et al., 2016; West et al., 2010).

It is known that microorganisms associated with plants, in parti-
cular Bacillus spp., can promote their growth and development through

a number of mechanisms, among which the growth inhibition of phy-
topathogenic microorganisms (Beneduzi et al., 2012; Choudhary and
Johri (2009)). Our results support these previous reports by showing
that the bacterial strains inhabiting the soils of Tunisian vineyards
possess antagonistic traits, i.e. antibiotics encoding genes, production of
siderophores, metabolization of carbon sources, and plant growth
promoting traits, i.e. solubilisation of phosphate.

All the isolated Bacillus spp. strains expressed differentially at least
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one of the 5 antibiotic genes investigated (4 fengycins and 1 bacillo-
mycin), with only three strains of Bacillus, i.e. Bacillus sp. G3AM1, B.
mojavensis G4B2 and B. subtilis G4A1, having the 5 encoding genes.
Iturine (bacillomicine) and fengycin families were reported to have a
strong in vitro antifungal action against a wide variety of yeasts and
fungi (Li et al., 2016). Fengycins are biologically active lipopeptides
produced by several Bacillus subtilis strains, known to develop anti-
fungal activity against filamentous fungi likely by making the plasma
membrane of the target cell more permeable (Deleu et al., 2008;
Jourdan et al., 2009).

Many reports indicated that several antifungal mechanisms of
Bacillus species contribute to phytopathogen antagonism, as side-
rophores, which are important natural iron chelators representing a
novel class of antibiotics with considerable therapeutic potential
(Pluhacek et al., 2016). Our results indicated that all the isolated bac-
teria produced siderophores; the most productive was the Brevi-
bacterium frigoritolerans strain KD1 (Table 2). Strains from this genus are
frequently reported as siderophore producers, as shown by Noordman
et al. (2006) and Pham et al. (2017).

The metabolism of the bacterial strains isolated from two Tunisian
vineyards was also studied with the method of Biolog Ecoplate. The
results showed that the rhizobacteria metabolized carbon sources in the
same way, but metabolized differently carbohydrates and amino acids
depending on the farming system, i.e. organic or conventional (47.2%
of the total variability; Fig. 1). In the same context, Rezgui et al. (2016)
reported that the carbohydrates group was the most intensively meta-
bolized by their 19 strains, with Pantoea agglomerans being the highest
metabolizer.

Regarding the solubilization of phosphates, previous studies (Kang
et al., 2014; Matos et al., 2017) showed that Bacillus strains, e.g. B.
pumilus and B. megaterium, exhibited a strong ability to solubilize
phosphates. In this study, of the 39 isolates assessed, only 3 strains
belonging to the genus Bacillus were able to do this in very small
amounts: B. pumilus (G3AX), B. velezensis (G3AX1M) and Bacillus sp.
(K2E1X). Phosphorus is, after nitrogen, the second important key ele-
ment as a mineral nutrient in terms of quantitative plant requirement. It
plays significant role in increasing root ramification and strength by
imparting vitality and disease resistance capacity to plant (Sharma
et al., 2013).

Based on the criteria described above, 21 strains were selected for in
vitro experiments to test their ability as fungal antagonists against two
common pathogens of table grapes causing black rot and OTA con-
tamination in grapes, i.e. A. carbonarius and A. ochraceus (Allam et al.,
2011; Atoui et al., 2006; Leong et al., 2008; Magnoli et al., 2003).

In the direct confrontation tests, the largest zones of inhibition of A.
carbonarius and A. ochraceus were respectively obtained with B. pumilus
strain G3AX (81% inhibition, Fig. 2) and B. amyloliquefaciens strain I2
(85% inhibition, Fig. 3). Similar results were observed concerning the
inhibition of different pathogens by Bacillus strains both in vitro and in
vivo (Gordillo et al., 2009; Haidar et al., 2016; Rezgui et al., 2016). In
particular, B. pumilus and B. amyloliquefaciens were reported as being
successful in controlling respectively Fusarium wilt on tomatoes with
beneficial effect on plant growth (Heidarzadeh and Ravari, 2015); and
soft and brown rots caused by Erwinia carotovora andMonilinia fructicola
on vegetables and stone fruits (Liu et al., 2011; Zhao et al., 2013).

Furthermore, Bacillus and Paenibacillus species were shown to ex-
hibit antibacterial and/or antifungal activity through the emission of
volatile organic compounds (VOCs) (Berrada et al., 2012; Cernava,
2012; Rybakova et al., 2015). Several VOCs can reduce fungal growth,
impair fungal spores and hyphae, and/or promote plant growth (Kai
et al., 2007; Weisskopf, 2013). In our study, all the bacterial strains
produced VOCs: the greatest mycelial inhibitions were observed with B.
amyloliquefaciens strain I2 and Bacillus sp. G3AM1 against A. carbonarius
(93% inhibition, Fig. 4) and A. ochraceus respectively (97% inhibition,
Fig. 5).

Berry rot, known as Aspergillus rot or black rot, is caused by

Aspergilli whose presence is very common in vineyards (Bejaoui et al.,
2006; Perrone et al., 2006; Tsitsigiannis et al., 2012). In order thus to
directly observe the antagonistic effect of our 21 bacterial strains on
such ochratoxinogenic pathogens, we carried out experiments on
wounded and unwounded grape berries. These comparative in vivo
screening tests showed clear differences in the ranking of the efficacy of
bacterial strains against both fungal pathogens, i.e. A. carbonarius and
A. ochraceus, depended on the pathogen considered and on the presence
or absence of wounds at the fruit surface.

In our biotests, results of pathogenicity were positive in 100% of the
cases; all the berries (wounded or not) inoculated developed rot
symptoms. However, the overall rot severity was lower when A.
ochraceus was inoculated and when unwounded berries were used. The
degree of virulence of A. carbonarius was 77% on wounded berries and
54% on unwounded berries (Fig. 6). Concerning A. ochraceus, its viru-
lence was lower, i.e. 51% and 12% respectively for wounded and un-
wounded berries (Fig. 7). Such differences in the degree of infection
between wounded and unwounded berries might be explained by the
fact that Aspergillus spp. infect grape berries through wounds, con-
firming the report of Onivins (2005) observing that burst berries by
water supply after a dry period are very favorable to the development of
pathogenic fungi, as well as wounds caused by insects, birds, hail, stalk
dehydration, advanced maturity. Berry wounds may also provide nu-
trients that are likely required by phytopathogenic fungi for initiating
the pathogenic process (Haidar et al., 2016; Onivins, 2005).

On wounded berries, 5 strains provided important levels of pro-
tection greater than 70% for A. carbonarius and 42% for A. ochraceus: B.
pumilus G3AX, Bacillus sp. G3AM1, B. velezensis G3AX1M and I2M, and
B. amyloliquefaciens I2 (Figs. 6 and 7). On unwounded berries, those
same five strains revealed lower levels of inhibition; they were slightly
higher than 50% with A. carbonarius, but they did not exceed 12% with
A. ochraceus. Similarly to fungal pathogenic processes that likely re-
quire specific nutrients to be initiated, differences in nutrient avail-
ability between wounded and unwounded grape berries might be the
main factor accounting for the differences in the antagonistic effects of
the tested bacterial strains on grape berries. Despite such inhibitory
differences, these biossays confirmed the efficacy of Bacillus strains in
controlling pathogenic fungi on different plant hosts (Heidarzadeh and
Ravari, 2015; Mardanova et al., 2017; Palazzini et al., 2016; Pantelides
et al., 2015; Tsitsigiannis et al., 2012; Yuan et al., 2012). Indeed, in our
bioassays, in the presence of the bacterial strains, the disease incidence
was null and/or the lesions induced by both pathogenic Aspergilli dis-
appeared or were reduced even if the antagonistic effects were different
depending on the ochratoxigenic fungus considered. As an example, the
B. amyloliquefaciens strain L2 reduced A. carbonariusmycelial growth by
30% but increased A. ochraceus virulence by 2% on wounded grape
berries (Figs. 6 and 7). Moreover, we observed for the first time that
two strains, i.e. Bacillus sp. K2E1X and B. velezensis G3AX1, increased A.
carbonarius virulence on unwounded grape berries while five strains, i.e.
Paenibacillus sp. I3L, B. amyloliquefaciens L2 and J4C, B. thuringiensis J4F
and Microbacterium oxydans G3AF2, increased the one of A. ochraceus
on wounded berries. Haidar et al. (2016) observed similar phenomena
with strains of B. pumilus and Xanthomonas sp. in berry biocontrol as-
says of Botrytis cinerea.

In accordance with the in vitro tests, i.e. direct confrontations and
volatils, B. pumilus strain G3AX was the most effective strain in con-
trolling both ochratoxinogenic Aspergilli. The same strain reduced the
levels of rot expression by 77% and 53% for A. carbonarius, and by 50%
and 12% for A. ochraceus, respectively on wounded and unwounded
berries.

5. Conclusions

The present study showed that various bacterial strains colonize the
rhizosphere of Tunisian vineyards. Our results demonstrate that B. pu-
milus strain G3AX has great potential as a biocontrol agent against
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Aspergillus diseases on grapevine. Further research should be carried out
in the vineyards to test the ability of that strain, but also of other iso-
lated bacteria that have excellent antagonist activity (Bacillus spp.
G3AM1 and Bacillus velezensis I2M), to control infections by Aspergillus
carbonarius and Aspergillus ochraceus and other fungi involved in grape
berry rots. The better protection results on grape berries could be ob-
tained as a surface treatment before or/and during grape storage period
when fruits were immersed in a liquid culture containing strong an-
tagonistic bacteria to avoid disease caused by Aspergillus spp..

CRediT authorship contribution statement

Mayssa Arfaoui: Investigation, Methodology, Formal analysis,
Software, Writing - original draft. Jessica Vallance:
Conceptualization, Formal analysis, Validation, Supervision, Writing -
review & editing. Emilie Bruez: Resources, Formal analysis.
Awatef Rezgui: Methodology, Resources. Imen Melki: Resources.
Samir Chebil: Conceptualization, Resources. Najla Sadfi-Zouaoui:
Supervision, Funding acquisition, Project administration.
Patrice Rey: Supervision, Funding acquisition, Project administration.

Acknowledgments

The authors acknowledge financial support from French Ministry in
charge of Agriculture (Casdar program V1302) and Tunisien Ministry of
Higher Education and Scientific Research (alternation scholarship). The
authors are grateful to Marc Fermaud, Thomas Gautier, Carlos Calvo-
Garrido and Rana Haidar for their help on Ecoplate test and bioassays
on grape berries. We are also indebted to the INRA UMR-SAVE tech-
nical staff, Gilles Taris, Olivier Bonnard and Jean Roudet, for their
valuable help for laboratory experiments. The authors also thank the
reviewers for helpful comments to improve the manuscript.

References

Agricultural Statistics Analysis (ASA), 2016. Ministry of Agriculture, Republic of Tunisia.
Aksoy, U., Eltem, R., Meyvaci, K.B., Altindisli, A., Karabat, S., 2007. Five-year survey of

ochratoxin A in processed sultanas from Turkey. Food Addit. Contam. 24, 292–296.
https://doi.org/10.1080/02652030601039021.

Allam, N.G., El-Shanshoury, A.E.R.R., Emara, H.A., Zaky, A.Z., 2011. Biological activity of
Streptomyces noursei against ochratoxin A producing Aspergillus niger. Afr. J.
Biotechnol. 11, 666–677. https://doi.org/10.5897/AJB11.2133.

Altschul, S.F., Madden, T.L., Schäffer, A.A., Zhang, J., Zhang, Z., Miller, W., Lipman, D.J.,
1997. Gapped BLAST and PSI-BLAST: a new generation of protein database search
programs. Nucleic Acids Res. 25, 3389–3402. https://doi.org/10.1093/nar/25.17.
3389.

Alvarez, F., Castro, M., Principe, A., Borioli, G., Fischer, S., Mori, G., Jofre, E., 2011. The
plant-associated Bacillus amyloliquefaciens strains MEP218 and ARP23 capable of
producing the cyclic lipopeptides iturin or surfactin and fengycin are effective in
biocontrol of sclerotinia stem rot disease. J. Appl. Microbiol. 112, 159–174. https://
doi.org/10.1111/j.1365-2672.2011.05182.x.

Atoui, A., Dao, H.P., Mathieu, F., Lebrihi, A., 2006. Amplification and diversity analysis of
ketosynthase domains of putative polyketide synthase genes in Aspergillus ochraceus
and Aspergillus carbonarius producers of ochratoxin A. Molucular Nutr. Food Res. 50,
488–493. https://doi.org/10.1002/mnfr.200500165.

Battilani, P., Pietri, A., 2002. Ochratoxin A in grapes and wine. In: Logrieco, A., Bailey,
J.A., Corazza, L., Cooke, B.M. (Eds.), Mycotoxins in Plant Disease. Springer,
Dordrecht. https://doi.org/10.1007/978-94-010-0001-7_5.

Bejaoui, H., Mathieu, F., Taillandier, P., Lebrihi, A., 2006. Biodegradation of ochratoxin A
by Aspergillus section Nigri species isolated from French grapes: a potential means of
ochratoxin A decontamination in grape juices and musts. FEMS Microbiol. Lett. 255,
203–208. https://doi.org/10.1111/j.1574-6968.2005.00073.x.

Beneduzi, A., Ambrosini, A., Passaglia, L.M., 2012. Plant growth-promoting rhizobacteria
(PGPR): the potential as antagonists and biocontrol agents. Genet. Mol. Biol. 35,
1044–1051. https://doi.org/10.1590/S1415-47572012000600020.

Berrada, I., Benkhemmar, O., Swings, J., Bendaou, N., Amar, M., 2012. Selection of ha-
lophilic bacteria for biological control of tomato gray mould caused by Botrytis ci-
nerea. Retrieved from. Phytopathol. Mediterr. 51, 625–630. http://www.jstor.org/
stable/43872349.

Bressan, W., 2003. Biological control of maize seed pathogenic fungi by use of actino-
mycetes. Biocontrol 48, 233–240. https://doi.org/10.1023/A:1022673226324.

Cernava, T., 2012. Identification of Volatile Organic Compounds from Plant-Associated
Bacteria. Master Thesis. Graz University of Technology.

Cirvilleri, G., Bonaccorsi, A., Scuderi, G., Scortichini, M., 2005. Potential biological
control activity and genetic diversity of Pseudomonas syringae pv. syringae strains. J.

Phytopatol. 153, 654–666. https://doi.org/10.1111/j.1439-0434.2005.01033.x.
Choudhary, D.K., Johri, B.N., 2009. Interactions of Bacillus spp. and plants with special

reference to induced systemic resistance (ISR). Microbiol. Res. 164, 493–513. https://
doi.org/10.1016/j.micres.2008.08.007.

Compant, S., Mitter, B., Colli-Mull, J.G., Gangl, H., Sessitsch, A., 2011. Endophytes of
grapevine flowers, berries, and seeds: identification of cultivable bacteria, compar-
ison with other plant parts, and visualization of niches of colonization. Microb. Ecol.
62, 188–197. https://doi.org/10.1007/s00248-011-9883-y.

De Costa, P., Bezerra, P., 2009. Fungicides: Chemistry, Environmental Impact and Health
Effects. Nova Biomedical, New York.

Deleu, M., Paquot, M., Nylander, T., 2008. Effect of fengycin, a lipopeptide produced by
Bacillus subtilis, on model biomembranes. Biophys. J. 94, 2667–2679. https://doi.org/
10.1529/biophysj.107.114090.

Déniel, F., Rey, P., Chérif, M., Guillou, A., Tirilly, Y., 2004. Indigenous bacteria with
antagonistic and plant-growth promoting activities improve slow-filtration efficiency
in soilless culture. Can. J. Microbiol. 50, 499–508. https://doi.org/10.1139/w04-
034.

Dimkic, I., Zivkovic, S., Beric, T., Ivanovic, Z., Gavrilovic, V., Stankovic, S., Fira, Dj, 2013.
Characterization and evaluation of two Bacillus strains, SS-12.6 and SS-13.1, as po-
tential agents for the control of phytopathogenic bacteria and fungi. Biol. Control. 65,
312–321. https://doi.org/10.1016/j.biocontrol.2013.03.012.

Droby, S., Wisniewski, M., Macarisin, D., Wilson, C., 2009. Twenty years of postharvest
biocontrol research: is it time for a new paradigm? Postharvest Biol. Technol. 52,
137–145. https://doi.org/10.1016/j.postharvbio.2008.11.009.

Commission, European, 2013. Commission Regulation (EU) No 212/2013 of 11 March
2013 replacing Annex I to Regulation (EC) No 396/2005 of the European Parliament
and of the Council as regards additions and modifications with respect to the products
covered by that Annex Text with EEA relevance. Official J. Eur. Union. 68, 30–52.

Filali, A., Ouammi, L., Betbeder, A.M., Baudrimont, I., Soulaymani, R., Benayada, A.,
Creppy, E.E., 2001. Ochratoxin A in beverages from Morocco: a preliminary survey.
Food Addit. Contam. 18, 565–568. https://doi.org/10.1080/02652030117365.

Fravel, D.R., 2005. Commercialization and implementation of biocontrol. Annu. Rev.
Phytopathol. 43, 337–359. https://doi.org/10.1146/annurev.phyto.43.032904.
092924.

Garland, J.L., Mills, A.L., 1991. Classification and characterization of heterotrophic mi-
crobial communities on the basis of patterns of community-level-sole carbon-source-
utilization. Appl. Environ. Microbiol. 57, 2351–2359.

Gordillo, M.A., Navarro, A.R., Benitez, L.M., De Plaza, M.I.T., Maldonado, M.C., 2009.
Preliminary study and improve the production of metabolites with antifungal activity
by a Bacillus sp. Strain IBA 33. Microbiol. Insights. 2, 15–24. https://doi.org/10.
4137/MBI.S995.

Haidar, R., Roudet, J., Bonnard, O., Dufour, M.C., Corio-Costet, M.F., Fert, M., Gautier, T.,
Deschamps, A., Fermaud, M., 2016. Screening and modes of action of antagonistic
bacteria to control the fungal pathogen Phaeomoniella chlamydospora involved in
grapevine trunk diseases. Microbiol. Res. 192, 172–184. https://doi.org/10.1016/j.
micres.2016.07.003.

Heidarzadeh, N., Ravari, S.B., 2015. Application of Bacillus pumilus as a potential bio-
control agent of Fusarium wilt of tomato. Arch. Phytopathology Plant Protect. 48,
13–16. https://doi.org/10.1080/03235408.2016.1140611.

Insam, H., Goberna, M., 2004. Use of Biolog® for Community Level Physiological Profiling
(CLPP) of environmental samples. In: Molecular Microbial Ecology Manual, 2nd Ed.
Kluwer Academic, Dordrecht, The Netherlands, pp. 853–860.

International Organization of Vine and Wine (OIVV). 2016. State of the world wine
sector.

Interprofessional Grouping of Fruits (GIFRUIT). 2016. Manual of good agricultural
practices. Table grape. Ministry of Agriculture, Republic of Tunisia.

Jourdan, E., Henry, G., Duby, F., Dommes, J., Barthélemy, J.P., Thonart, P., Ongena, M.,
2009. Insights into the defense-related events occurring in plant cells following
perception of surfactin-type lipopeptide from Bacillus subtilis. Mol. Plant Microbe
Interact. 22, 456–468. https://doi.org/10.1094/MPMI-22-4-0456.

Kai, M., Effmert, U., Berg, G., Piechulla, B., 2007. Volatiles of bacterial antagonists inhibit
mycelial growth of the plant pathogen Rhizoctonia solani. Arch. Microbiol. 187,
351–360. https://doi.org/10.1007/s00203-006-0199-0.

Kang, S.M., Radhakrishnan, R., You, Y.H., Joo, G.J., Lee, I.J., Lee, K.E., Kim, J.H., 2014.
Phosphate solubilizing Bacillus megaterium mj1212 regulates endogenous plant car-
bohydrates and amino acids contents to promote mustard plant growth. Indian J.
Microbiol. 54, 427–433. https://doi.org/10.1007/s12088-014-0476-6.

Kumar, A., Saini, S., Wray, V., Nimtz, M., Prakash, A., Johri, B.N., 2012. Characterization
of an antifungal compound produced by Bacillus sp. strain A5F that inhibits Sclerotinia
sclerotiorum. J. Basic Microbiol. 52, 670–678. https://doi.org/10.1002/jobm.
201100463.

Leong, S., Hocking, A.D., Pitt, J.I., 2008. Occurrence of fruit rots fungi (Aspergillus section
Nigri) on some drying varieties of irrigated grape. Aust. J Grape and Wine Res. 10,
83–88. https://doi.org/10.1111/j.1755-0238.2004.tb00010.x.

Li, X., Zhang, Y., Wei, Z., Guan, Z., Cai, Y., Liao, X., 2016. Antifungal activity of isolated
Bacillus amyloliquefaciens SYBC H47 for the biocontrol of peach gummosis. PLoS One
11, e0162125. https://doi.org/10.1371/journal.pone.0162125.

Lin, G.H., Chen, C.L., Tschen, J.S.M., Tsay, S.S., Chang, Y.S., Liu, A.T., 1998. Molecular
cloning and characterization of fengycin synthetase gene fenB from Bacillus subtilis. J.
Bacteriol. 180, 1338–1341.

Liu, J., Zhou, T., He, D., Li, X., Wu, H., Liu, W., Gao, X., 2011. Functions of lipopeptides
bacillomycin D and fengycin in antagonism of Bacillus amyloliquefaciens C06 towards
Monilinia fructicola. J. Mol. Microbiol. Biotechnol. 20, 43–52. https://doi.org/10.
1159/000323501.

Magnoli, C., Violante, M., Combina, M., Palacio, G., Dalcero, A., 2003. Mycoflora and
ochratoxin producing strains of Aspergillus section Nigri in wine grapes in Argentina.

M. Arfaoui et al. Biological Control 129 (2019) 201–211

210

https://doi.org/10.1080/02652030601039021
https://doi.org/10.5897/AJB11.2133
https://doi.org/10.1093/nar/25.17.3389
https://doi.org/10.1093/nar/25.17.3389
https://doi.org/10.1111/j.1365-2672.2011.05182.x
https://doi.org/10.1111/j.1365-2672.2011.05182.x
https://doi.org/10.1002/mnfr.200500165
https://doi.org/10.1007/978-94-010-0001-7_5
https://doi.org/10.1111/j.1574-6968.2005.00073.x
https://doi.org/10.1590/S1415-47572012000600020
http://www.jstor.org/stable/43872349
http://www.jstor.org/stable/43872349
https://doi.org/10.1023/A:1022673226324
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0060
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0060
https://doi.org/10.1111/j.1439-0434.2005.01033.x
https://doi.org/10.1016/j.micres.2008.08.007
https://doi.org/10.1016/j.micres.2008.08.007
https://doi.org/10.1007/s00248-011-9883-y
http://refhub.elsevier.com/S1049-9644(18)30501-2/h9000
http://refhub.elsevier.com/S1049-9644(18)30501-2/h9000
https://doi.org/10.1529/biophysj.107.114090
https://doi.org/10.1529/biophysj.107.114090
https://doi.org/10.1139/w04-034
https://doi.org/10.1139/w04-034
https://doi.org/10.1016/j.biocontrol.2013.03.012
https://doi.org/10.1016/j.postharvbio.2008.11.009
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0100
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0100
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0100
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0100
https://doi.org/10.1080/02652030117365
https://doi.org/10.1146/annurev.phyto.43.032904.092924
https://doi.org/10.1146/annurev.phyto.43.032904.092924
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0115
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0115
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0115
https://doi.org/10.4137/MBI.S995
https://doi.org/10.4137/MBI.S995
https://doi.org/10.1016/j.micres.2016.07.003
https://doi.org/10.1016/j.micres.2016.07.003
https://doi.org/10.1080/03235408.2016.1140611
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0135
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0135
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0135
https://doi.org/10.1094/MPMI-22-4-0456
https://doi.org/10.1007/s00203-006-0199-0
https://doi.org/10.1007/s12088-014-0476-6
https://doi.org/10.1002/jobm.201100463
https://doi.org/10.1002/jobm.201100463
https://doi.org/10.1111/j.1755-0238.2004.tb00010.x
https://doi.org/10.1371/journal.pone.0162125
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0180
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0180
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0180
https://doi.org/10.1159/000323501
https://doi.org/10.1159/000323501


Letters Appl. Microbiol. 37, 179–184. https://doi.org/10.1046/j.1472-765X.2003.
01376.x.

Marasco, R., Rolli, E., Fusi, M., Cherif, A., Abou-Hadid, A., El-Bahairy, U., Borin, S.,
Sorlini, C., Daffonchio, D., 2013. Plant growth promotion potential is equally re-
presented in diverse grapevine root-associated bacterial communities from different
biopedoclimatic environments. BioMed. Res. Int. ID 491091. https://doi.org/10.
1155/2013/491091.

Mardanova, A.M., Hadieva, G.F., Lutfullin, M.T., Khilyas, I.V., Minnullina, L.F.,
Gilyazeva, A.G., Bogomolnaya, L.M., Sharipova, M.R., 2017. Bacillus subtilis strains
with antifungal activity against the phytopathogenic fungi. Agric. Sci. 8, 1–20.
https://doi.org/10.4236/as.2017.81001.

Matos, A.D.M., Gomes, I.C.P., Nietsche, S., Xavier, A.A., Gomes, W.S., Dos Santos Neto,
J.A., Pereira, M.C.T., 2017. Phosphate solubilization by endophytic bacteria isolated
from banana trees. Anais da Academia Brasileira de Ciências 89, 2945–2954 Epub
September 04, 2017. https://dx.doi.org/10.1590/0001-3765201720160111.

Mie, A., Andersen, H.R., Gunnarsson, S., Kahl, J., Kesse-Guyot, E., Rembiałkowska, E.,
Quaglio, G., Grandjean, P., 2017. Human health implications of organic food and
organic agriculture: a comprehensive review. Environ. Health 16, 111. https://doi.
org/10.1186/s12940-017-0315-4.

Munimbazi, C., Saxena, J., Tsai, W.Y.J., Bullerman, L.B., 1997. Inhibition of production of
cyclopiazonic acid and ochratoxin A by the fungicide iprodione. J. Food Prot. 60,
849–852. https://doi.org/10.4315/0362-028X-60.7.849.

Noordman, W.H., Reissbrodt, R., Bongers, R.S., Rademaker, J.L., Bockelmann, W., Smit,
G., 2006. Growth stimulation of Brevibacterium sp. by siderophores. J. Appl.
Microbiol. 101, 637–646. https://doi.org/10.1111/j.1365-2672.2006.02928.x.

Nunes, C., Usall, J., Teixid, N., Fons, E., Vinas, I., 2002. Post-harvest biological control by
Pantoea agglomerans (CPA-2) on Golden delicious apples. J. Appl. Microbiol. 92,
247–255. https://doi.org/10.1046/j.1365-2672.2002.01524.x.

Office National Interprofessionnel des Vins (ONIVINS). 2005. Maîtrise des teneurs en OTA
au vignoble.

Ospital, M., Cazabeil, I.M., Betbeder, A.M., Tricard, C., Creppy, E., Medina, B., 1998.
L’ochratoxine A dans le vin. Revue Française d’Oenologie 169, 16–18.

Palazzini, J.M., Dunlap, C.A., Bowman, M.J., Chulze, S.N., 2016. Bacillus velezensis RC 218
as a biocontrol agent to reduce Fusarium head blight and deoxynivalenol accumula-
tion: genome sequencing and secondary metabolite cluster profiles. Microbiol. Res.
192, 30–36. https://doi.org/10.1016/j.micres.2016.06.002.

Pantelides, S.I., Christou, O., Tsolakidou, M.-D., Tsaltas, D., Ioannou, N., 2015. Isolation,
identification and in vitro screening of grapevine yeasts for the control of black as-
pergilli on grapes. Biol. Control. 88, 46–53. https://doi.org/10.1016/j.biocontrol.
2015.04.021.

Perrone, G., Mule, G., Susca, A., Battilani, P., Pietri, A., Logrieco, A., 2006. Ochratoxin A
production and amplified fragment length polymorphism analysis of Aspergillus car-
bonarius, Aspergillus tubingensis, and Aspergillus niger strains isolated from grapes in
Italy. Appl. Env. Microbiol. 72, 680–685. https://doi.org/10.1128/AEM.72.1.680-
685.2006.

Pham, N.P., Layec, S., Dugat-Bony, E., Vidal, M., Irlinger, F., Monnet, C., 2017.
Comparative genomic analysis of Brevibacterium strains: insights into key genetic
determinants involved in adaptation to the cheese habitat. BMC Genomics 18, 955.
https://doi.org/10.1186/s12864-017-4322-1.

Pinto, C., Pinho, D., Sousa, S., Pinheiro, M., Egas, C., Gomes, A.C., 2014. Unravelling the
diversity of grapevine microbiome. PLoS One 9, e85622. https://doi.org/10.1371/
journal.pone.0085622.

Pluhacek, T., Lemr, K., Ghosh, D., Milde, D., Novak, J., Havlicek, V., 2016.
Characterization of microbial siderophores by mass spectrometry. Mass Spectrom.
Rev. 35, 35–47. https://doi.org/10.1002/mas.21461.

Ramarathnam, R., Bo, S., Chen, Y., Fernardo, W.G., Xuewen, G., De Kievit, T., 2007.
Molecular and biochimical detection of fengycin and bacillomycin D-producing
Bacillus spp., antagonistic to fungal pathogens of canola and wheat. Can. J. Microbiol.
53, 901–911. https://doi.org/10.1139/W07-049.

Ren, J.J., Shi, G.L., Wang, X.Q., Liu, J.G., Wang, Y.N., 2013. Identification and

characterization of a novel Bacillus subtilis strain with potent antifungal activity of a
flagellin-like protein. World J. Microbiol. Biotechnol. 29, 2343–2352. https://doi.
org/10.1007/s11274-013-1401-6.

Rezgui, A., Ben Ghnaya-Chakroun, A., Vallance, J., Bruez, E., Hajlaoui, M.R., Sadfi-
Zouaoui, N., Rey, P., 2016. Endophytic bacteria with antagonistic traits inhabit the
wood tissues of grapevines from Tunisian vineyards. Biol. Control. 99, 28–37.
https://doi.org/10.1016/j.biocontrol.2016.04.005.

Rückert, C., Blom, J., Chen, X., Reva, O., Borriss, R., 2011. Genome sequence of B.
amyloliquefaciens type strain DSM7T reveals differences to plant-associated B. amy-
loliquefaciens FZB42. J. Biotechnol. 155, 78–85. https://doi.org/10.1016/j.jbiotec.
2011.01.006.

Rybakova, D., Cernava, T., Köberl, M., Liebminger, S., Etemadi, M., Berg, G., 2015.
Endophytes-assisted biocontrol: novel insights in ecology and the mode of action of
Paenibacillus. Plant Soil. 1, 125–140. https://doi.org/10.1007/s11104-015-2526-1.

Schwyn, B., Neilands, J.B., 1987. Universal chemical assay for the detection and de-
termination of siderophores. Anal. Biochem. 160, 47–56. https://doi.org/10.1016/
0003-2697(87)90612-9.

Sharma, B.S., Sayyed, R.Z., Trivedi, M.H., Gobi, A.T., 2013. Phosphate solubilizing mi-
crobes: sustainable approach for managing phosphorus deficiency in agricultural
soils. SpringerPlus. 2, 587. https://doi.org/10.1186/2193-1801-2-587.

Somma, S., Perrone, G., Logrieco, A.F., 2012. Diversity of black Aspergini and mycotoxin
risks in grape, wine and dried vine fruits. Retrieved from. Phytopathol. Mediterr. 51,
131–147. http://www.jstor.org/stable/43872362.

Tsitsigiannis, D.I., Dimakopoulou, M., Antoniou, P.P., Tjamos, E.C., 2012. Biological
control strategies of mycotoxigenic fungi and associated mycotoxins in
Mediterranean basin crops. Retrieved from. Phytopathol. Mediterr. 51, 158–174.
http://www.jstor.org/stable/43872364.

Visconti, A., Perrone, G., Cozzi, G., Solfrizzo, M., 2008. Managing ochratoxin A risk in the
grape-wine food chain. Food Addit. Contam. 25, 193–202. https://doi.org/10.1080/
02652030701744546.

Weisskopf, L., 2013. The potential of bacterial volatiles for crop protection against phy-
topathogenic fungi. In: Méndez-Vilas, A. (Ed.), Microbial pathogens and strategies for
combating them: science, technology and education. Badajoz: Formatex Research
Center, Spain, pp. 1352–1363.

West, E.R., Cother, E.J., Steel, C.G., Ash, G.J., 2010. The characterization and diversity of
bacterial endophytes of grapevine. Can. J. Microbiol. 56, 209–216. https://doi.org/
10.1139/W10-004.

Wilson, C.L., Wisniewski, M.E., 1989. Biological control of postharvest diseases of fruits
and vegetables: an emerging technology. Ann. Rev. Phytopathol. 27, 425–441.
https://doi.org/10.1146/annurev.py.27.090189.002233.

Whipps, J.M., 1987. Effect of media on growth and interactions between a range of soil-
borne glasshouse pathogens and antagonistic fungi. New Phytol. 107, 127–142.
https://doi.org/10.1111/j.1469-8137.1987.tb04887.x.

Yu, G.Y., Sinclair, J.B., Hartman, G.L., Bertagnolli, B.L., 2002. Production of iturin A by
Bacillus amyloliquefaciens suppressing Rhizoctonia solani. Soil Biol. Biochem. 34,
955–963. https://doi.org/10.1016/S0038-0717(02)00027-5.

Yuan, J., Raza, W., Shen, Q., Huang, Q., 2012. Antifungal activity of Bacillus amyloli-
quefaciens NJN-6 volatile compounds against Fusarium oxysporum f. sp. cubense. Appl.
Env. Microbiol. 78, 5942–5944. https://doi.org/10.1128/AEM.01357-12.

Zhao, Y., Li, P., Huang, Y., 2013. Control of postharvest soft rot caused by Erwinia car-
otovora of vegetables by a strain of Bacillus amyloliquefaciens and its potential modes
of action. World J. Microbiol. Biochem. 29, 411–420. https://doi.org/10.1007/
s11274-012-1193-0.

Zhou, T., Northover, J., Schneider, K.E., 1999. Biological control of postharvest diseases
of peach with phyllosphere isolates of Pseudomonas syringae. Can. J. Plant Pathol. 21,
375–381. https://doi.org/10.1080/07060669909501174.

Zimmerli, B., Dick, R., 1996. Ochratoxin A in table wine and grape-juice: occurrence and
risk assessment. Food Addit. Contam. 13, 655–668. https://doi.org/10.1080/
02652039609374451.

M. Arfaoui et al. Biological Control 129 (2019) 201–211

211

https://doi.org/10.1046/j.1472-765X.2003.01376.x
https://doi.org/10.1046/j.1472-765X.2003.01376.x
https://doi.org/10.1155/2013/491091
https://doi.org/10.1155/2013/491091
https://doi.org/10.4236/as.2017.81001
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0205
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0205
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0205
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0205
https://doi.org/10.1186/s12940-017-0315-4
https://doi.org/10.1186/s12940-017-0315-4
https://doi.org/10.4315/0362-028X-60.7.849
https://doi.org/10.1111/j.1365-2672.2006.02928.x
https://doi.org/10.1046/j.1365-2672.2002.01524.x
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0235
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0235
https://doi.org/10.1016/j.micres.2016.06.002
https://doi.org/10.1016/j.biocontrol.2015.04.021
https://doi.org/10.1016/j.biocontrol.2015.04.021
https://doi.org/10.1128/AEM.72.1.680-685.2006
https://doi.org/10.1128/AEM.72.1.680-685.2006
https://doi.org/10.1186/s12864-017-4322-1
https://doi.org/10.1371/journal.pone.0085622
https://doi.org/10.1371/journal.pone.0085622
https://doi.org/10.1002/mas.21461
https://doi.org/10.1139/W07-049
https://doi.org/10.1007/s11274-013-1401-6
https://doi.org/10.1007/s11274-013-1401-6
https://doi.org/10.1016/j.biocontrol.2016.04.005
https://doi.org/10.1016/j.jbiotec.2011.01.006
https://doi.org/10.1016/j.jbiotec.2011.01.006
https://doi.org/10.1007/s11104-015-2526-1
https://doi.org/10.1016/0003-2697(87)90612-9
https://doi.org/10.1016/0003-2697(87)90612-9
https://doi.org/10.1186/2193-1801-2-587
http://www.jstor.org/stable/43872362
http://www.jstor.org/stable/43872364
https://doi.org/10.1080/02652030701744546
https://doi.org/10.1080/02652030701744546
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0320
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0320
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0320
http://refhub.elsevier.com/S1049-9644(18)30501-2/h0320
https://doi.org/10.1139/W10-004
https://doi.org/10.1139/W10-004
https://doi.org/10.1146/annurev.py.27.090189.002233
https://doi.org/10.1111/j.1469-8137.1987.tb04887.x
https://doi.org/10.1016/S0038-0717(02)00027-5
https://doi.org/10.1128/AEM.01357-12
https://doi.org/10.1007/s11274-012-1193-0
https://doi.org/10.1007/s11274-012-1193-0
https://doi.org/10.1080/07060669909501174
https://doi.org/10.1080/02652039609374451
https://doi.org/10.1080/02652039609374451

	Isolation, identification and in vitro characterization of grapevine rhizobacteria to control ochratoxigenic Aspergillus spp. on grapes
	Introduction
	Materials and methods
	Pathogenic fungal strains
	Bacterial strains
	Plant material and sampling
	Isolation of bacteria from the rhizosphere of Tunisian vineyards
	Identification of bacteria by sequencing the 16S rRNA and rpoB genes
	Community-level physiological profiling (CLPP) of rhizobacteria
	Antagonistic and plant growth Promoting (PGP) traits screening

	In vitro antagonism of bacteria against two ochratoxigenic fungi A. ochraceus and A. carbonarius
	Direct confrontation assays
	Volatile bacterial substances assays

	Grape berry rot bioassays with Aspergillus ochraceus and A. carbonarius
	Statistical analyses

	Results
	Characterization of the bacterial strains isolated from the rhizosphere of Tunisian vineyards
	Community-level physiological profiles (CLPP) of the isolated rhizobacteria
	In vitro antagonism of bacteria against two ochratoxigenic fungi
	Direct confrontations
	Volatile bacterial substances

	Grape berry rot bioassays with Aspergillus ochraceus and A. carbonarius
	Inhibtion of A. carbonarius berry rot development by bacterial strains
	Inhibition of A. Ochraceus berry rot development by bacterial strains


	Discussion
	Conclusions
	mk:H1_26
	Acknowledgments
	References




