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Abstract

Background: Aspergillus species cause aflatoxin contamination in groundnut kernels, being a health threat in
agricultural products and leading to commodity rejection by domestic and international markets. Presence of
Aspergillus flavus and A. parasiticus colonizing groundnut in eastern Ethiopia, as well as presence of aflatoxins have
been reported, though in this region, no genetic studies have been done of these species in relation to their
aflatoxin production.

Results: In this study, 145 Aspergillus isolates obtained from groundnut kernels in eastern Ethiopia were genetically
fingerprinted using 23 Insertion/Deletion (InDel) markers within the aflatoxin-biosynthesis gene cluster (ABC),
identifying 133 ABC genotypes. Eighty-four isolates were analyzed by Ultra-Performance Liquid Chromatography
(UPLC) for in vitro aflatoxin production. Analysis of genetic distances based on the approximately 85 kb-ABC by
Neighbor Joining (NJ), 3D-Principal Coordinate Analysis (3D-PCoA), and Structure software, clustered the isolates
into three main groups as a gradient in their aflatoxin production. Group I, contained 98% A. flavus, including L-
and non-producers of sclerotia (NPS), producers of B1 and B2 aflatoxins, and most of them collected from the
lowland-dry Babile area. Group II was a genetic admixture population of A. flavus (NPS) and A. flavus S morphotype,
both low producers of aflatoxins. Group III was primarily represented by A. parasiticus and A. flavus S morphotype
isolates both producers of B1, B2 and G1, G2 aflatoxins, and originated from the regions of Darolabu and Gursum.
The highest in vitro producer of aflatoxin B1 was A. flavus NPS N1436 (77.98 μg/mL), and the highest producer of
aflatoxin G1 was A. parasiticus N1348 (50.33 μg/mL), these isolates were from Gursum and Darolabu, respectively.

Conclusions: To the best of our knowledge, this is the first study that combined the use of InDel fingerprinting of
the ABC and corresponding aflatoxin production capability to describe the genetic diversity of Aspergillus isolates
from groundnut in eastern Ethiopia.
Three InDel markers, AFLC04, AFLC08 and AFLC19, accounted for the main assignment of individuals to the three
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Groups; their loci corresponded to aflC (pksA), hypC, and aflW (moxY) genes, respectively. Despite InDels within the
ABC being often associated to loss of aflatoxin production, the vast InDel polymorphism observed in the Aspergillus
isolates did not completely impaired their aflatoxin production in vitro.
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Background
Groundnut (A. hypogaea L.) is an annual legume, im-
portant as a source of nutrition and income around the
world. Ethiopia currently produces 78,475 MT of this
crop [1], with the eastern parts of the country, mainly
the East Hararghe region, accounting for 43% of ground-
nut production, where is replacing major crops in the
area [2]. However, groundnut production and quality are
hampered by the presence of Aspergillus fungi on ker-
nels [3–5].
Aspergillus is a genus consisting of many species with

worldwide distribution and adaptation to various cli-
mates [6]. Within the genus Aspergillus, section Flavi in-
cludes economically important species that can be
divided into two main groups: the aflatoxigenic species
(e.g. A. flavus, A. parasiticus, and A. nomius) and the
non-aflatoxigenic species which include the domesti-
cated (e.g. A. oryzae and A. sojae) [7] and the naturally
occurring non-aflatoxigenic A. flavus strains [8–11]. The
morphological complex species A. flavus [12] has two
sclerotium-size morphotypes: the large (L)-morphotype,
which produces few sclerotia that are > 400 μm in diam-
eter and numerous conidiophores, and the small (S)-
morphotype, which produces numerous sclerotia <
400 μm in diameter in association with few conidio-
phores [13]. Other isolates show typical A. flavus
morphology though apparently have lost their ability to
produce sclerotia in culture medium [12, 14, 15]. In the
present work, isolates were grouped according to those
general morphotypes, and those that did not produce
sclerotia were referred as NPS.
Aflatoxins are mycotoxins produced primarily by spe-

cies from Aspergillus section Flavi, such as A. flavus, A.
parasiticus, and A. nomius. Many commodities used for
human and animal consumption are contaminated with
these toxins [16], which are known to be mutagenic,
teratogenic, carcinogenic, and immunosuppressive [16,
17]. Fungi from section Flavi are able to produce: B1, B2,
G1, and G2 aflatoxins, with type B1 being the most po-
tent carcinogen known in nature [18]. Other aflatoxins
such as M1 are naturally produced by A. flavus
NRRL3251 [19], and other A. flavus isolates produce af-
latoxins M1 and M2 [20].
Research has shown widespread presence of aflatoxins

in groundnut and groundnut products in African coun-
tries [21, 22]. In eastern Ethiopia, reports of presence of

Aspergillus spp. and aflatoxins in groundnut products
has aimed to raise awareness of the risk such contamin-
ation poses to human health [4, 5, 23]. From hepatocel-
lular carcinoma to growth impairment, aflatoxin
contamination of food stuff is a constant threat [24, 25],
and every few years aflatoxicosis results in human cas-
ualties [26].
Few technologies and methods are available to prevent

the impact of aflatoxin contamination [27, 28] but these
are often not affordable in developing countries. One
strategy is the application of atoxigenic strains that can
out-compete the toxigenic ones. For example, the prod-
uct Afla-guard®, that contains the atoxigenic strain of A.
flavus NRRL 21882, was able to reduce 88% of aflatoxin
contamination in peanut fields [29]. However, not all
geographic areas are colonized by the same strains of As-
pergillus, for example, West African A. flavus S morpho-
type isolates differed from North American isolates in
aflatoxin type and quantity produced [30]. Therefore,
biocontrol programs with Aspergillus require under-
standing the population biology of this fungus in the re-
gion of interest before the control is implemented [31].
The most successful results in aflatoxin control have
been accomplished by using native non-aflatoxin-
producing strains [32]. One of the objectives of the
present work was to identify the most common Aspergil-
lus genotypes colonizing groundnut in Ethiopia by using
ABC InDels to later subject them to whole-genome se-
quencing. Such information could be used in designing
targets for RNA-interference-mediated gene silencing of
aflatoxin synthesis genes that could be potentially effect-
ive against the most common genotypes. A secondary
objective was to find non-aflatoxigenic isolates that
could be used in biological control in the region. The
workflow used in the present work performing InDel
fingerprinting of the ABC of isolates has demonstrated
this approach gives comparable results as cluster analysis
of the complete ABC genomic sequences (~ 100 kb) of
selected isolates [11].
Twenty-five genes are involved in aflatoxin biosyn-

thesis in Aspergillus [33] and genetic diversity exists
within the cluster among species [11, 34]. InDels within
the ABC influence aflatoxin biosynthesis [35] which
makes InDel marker a valuable tool for characterizing
intraspecific variations [11]. InDel markers have been
used to monitor non-aflatoxigenic A. flavus strains [36]
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and to distinguish groups according to their aflatoxin pro-
file and genotype abundance in a geographic region [11].
There is a knowledge gap in the genetic diversity and

aflatoxin production capacity of Aspergillus species in
Ethiopia, which is hindering efforts to select non-
aflatoxigenic Aspergillus isolates as potential biocontrol
agents. In the current study, InDels were used to analyze
the genetic diversity of Aspergillus species isolated from
groundnut samples in eastern Ethiopia, and the produc-
tion of aflatoxins was determined for selected isolates.
Potential associations between fungal genotype and geo-
graphic area, as well as identification of the most fre-
quent genotypes of Aspergillus in the groundnut-
producing area of eastern Ethiopia are described.

Results
Genetic diversity of Aspergillus isolates
A total of 145 isolates of Aspergillus obtained from
groundnut kernels collected during the 2014/15 season
were evaluated (Supplementary Table 1); and the meth-
odology for isolation and identification of these isolates
has already been published [23]. Additional morpho-
logical observations of the isolates, such as colony color,
conidia and sclerotium size indicated that A. flavus NPS
was the predominant species (69%, n = 101) followed by
A. parasiticus (15%, n = 22) and A. flavus S-morphotype
(14%, n = 21), while A. flavus L-morphotype was the
least abundant (1%, n = 2). A. flavus S- and L- morpho-
types were distinguished by presence of sclerotia smaller
or larger than 400 μm, respectively.
A total of 23 InDel markers utilized to assess the iso-

lates for genetic variations within the ABC identified 133
different genotypes (Fig. 1), the DNA sequences of 22 of
these markers had been published [11]. Most markers
amplified all the isolates, but two markers, AFLC14 and
AFLC25, did not amplify 31 and 26% of the isolates, re-
spectively. Since the amount of DNA was not a limiting
factor for other markers to detect amplicons, the lack of
amplification in these two markers was considered as
presence of null alleles. InDel markers detected a total of
123 amplicons, these ranged from 2 to 11 per marker,
with an average of 5 (Table 1). All raw data of finger-
printing have been deposited at Harvard Dataverse re-
pository, with persistent weblink: https://doi.org/10.
7910/DVN/CXX0TG.
NJ analysis [37] distinguished three main groups of

isolates, labelled as I, II, and III in Fig. 1. Group I (n =
97) was the largest, comprising mainly A. flavus (97%),
most of them (91%) NPS, and few (7%) S-morphotype
isolates. Group II (n = 21) had a similar number of A.
flavus NPS (47%) and A. flavus S-morphotype (47%).
Group III (n = 27) included mostly A. parasiticus (74%),
followed by A. flavus S-morphotype (19%), and a small
percentage of A. flavus NPS (7%), Fig. 1. The geographic

origin of most isolates in Groups I and II, 75 and 52%,
respectively, was mainly from the low-land dry area of
Babile, which includes samples labelled Field and Babile.
Whereas isolates in Group III were mainly from Daro-
labu (52%) and Gursum (40%), Fig. 1.
A 3-D Principal Coordinate Analysis (3D-PCoA) was

evaluated from binary data of DNA fingerprinting used
in Neighbor Joining analysis, Fig. 2. The 3D-PCoA cate-
gorized by species showed that the first three coordi-
nates explained 88% of the total observed variation. The
first coordinate (Dim-1; 53%) clustered together most of
the A. flavus that belong to Group I in NJ analysis;
whereas the second coordinate (Dim-2; 22%) discrimi-
nated Group II (mostly A. flavus S-morphotype) from
Group III (mostly A. parasiticus), Fig. 2.
Structure analysis was done for different values of par-

ameter K. The K value that captured the major structure
in our data was K = 2 (ΔK = 1231.9) indicating that based
on the data of ABC fingerprinting there were only two
major genetic groups, A. flavus and A. parasiticus. The
A. flavus group was formed mainly by isolates from the
Babile area, whereas the A. parasiticus group contained
isolates mainly from Darolabu and Gursum.
In our study, the detected partition consisted of three

Groups. Group I contained most of the A. flavus-NPS
that produced aflatoxins B1 and B2 (henceforth referred
as type B) and geographically originated from the Babile
area (Field + Babile), Fig. 3. Group II was a transitional
admixture group, containing A. flavus NPS producing
only low levels of aflatoxin B, and S-morphotype produ-
cing low levels of type B aflatoxins as well as aflatoxins
G1 and G2 (henceforth referred as type G); this Group
comprised isolates from all the areas tested. Group III
included mostly A. parasiticus followed by A. flavus S-
morphotype, both groups being producers of aflatoxin
type B and G, and mostly originated from the highland-
humid areas of Darolabu and Gursum, Fig. 3. NJ groups
I and III had 79 and 89% of the same isolates as Group I
and III from the Structure analysis, respectively.
Some common features were found within Groups by

DNA fingerprinting of InDels using capillary electro-
phoresis. For example, for marker AFLC19, most of the
isolates in Group I presented a 2 bp deletion when com-
pared to Group II, or 3 bp deletion if compared to
Group III. Marker AFLC19 is located within the aflW
(moxY) gene, and only few samples showed null alleles
for this locus. In Group II, comprised by A. flavus NPS
aflatoxin-B producers and A. flavus S-morphotype, both
producing almost exclusively B-aflatoxins, most of the
individuals were distinguished from other Groups by a
single allele in marker AFLC08. The polymorphic locus
of AFLC08 is in the intergenic region between the hypC
and aflD genes. Finally, all isolates from Group III were
distinguished from the other Groups by a single allele in
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were not evaluated for aflatoxin production as these
came from the same Babile location from where many
other samples had already been analyzed for aflatoxin
production and had shown genetic similarity by cluster-
ing together both in Neighbor Joining as in Structure
analyses.

Discussion
This is the first study that characterized the genetic di-
versity of the ABC of Aspergilli section-Flavi by combin-
ing InDel fingerprinting of their ABC and the
corresponding aflatoxin production of isolates collected
from groundnuts in eastern Ethiopia. Neighbor Joining
and 3D-PCoA analyses based on DNA fingerprinting of
23 InDels within the ABC separated Ethiopian isolates in
three groups: Group I, A. flavus which produced type B
aflatoxin, Group II, an admix of A. flavus and A. flavus
S-morphotype, both producers of low levels of aflatoxins,
and Group III, A. parasiticus with a subclade of A. flavus
S-morphotype, a group in which most isolates were high
producers of G and B aflatoxins, Figs. 1 and 3. S-
morphotype is known to produce both main types of af-
latoxins, B and G [30, 38, 39]. Using the same InDels,

genetic fingerprinting of Aspergillus isolates from
groundnuts in Georgia, USA, also identified three main
groups, though in that study, one group of isolates did
not produce aflatoxins, and no S-morphotype were ob-
served [11].
Even though Structure analysis of the Ethiopian iso-

lates based on ABC InDels clearly distinguished two
major genetic groups, corresponding mainly to A. flavus
and A. parasiticus, a third group was observed using
PCoA and NJ which are more robust to missing geno-
type data [40], positioned A. flavus S-morphotype as a
transition group between those groups, Fig. 3. We esti-
mated the ancestral components of 145 isolates of As-
pergillus section Flavi from Ethiopia peanut kernels,
using Structure program (K = 2) and 23 InDel markers.
Group I to III represent groups with different ancestral
components. Researchers working with RAPD data and
the sequence of an amylase gene, had also placed A. fla-
vus S-morphotype as phylogenetically intermediate be-
tween A. flavus and A. parasiticus [41]; more recently,
several new species names have been proposed within
the S-morphotype group [42–44]. The goal of the
present work was to determine variations within the

Table 1 InDel markers within the aflatoxin biosynthesis cluster used for fingerprinting Aspergillus species
Marker
name

Relative
position

Forward 5′→ 3′ Reverse 5′→ 3′ Amplicon size
range (bp)

Amplicons/sample
(mean ± SE)

Number of
amplicons

Fingerprint reference
to raw data

AFLC01 190–340 CCGACCTCACGACGCATTAT CCGGCTAGCTTCAACAGACG 127–370 0.80 ± 0.36 6 AFLC01

AFLC02 1367–1521 GGTTGGCGGATTGAGAGGTA GGAGATCAGCCGAGAAGACA 161–216 1.00 ± 0.00 6 AFLC02 – AFLC14

AFLC03 5738–5868 TCCGCCGAGAGCCATAATAG GGATGCTGACACCTCGATAG 152–155 1.00 ± 0.00 3 AFLC15

AFLC04 7897–8073 ACAGCTGGCATGCTCCGTAT ATTGCTGCGCACGACGCTTA 194–199 1.00 ± 0.00 4 AFLC16

AFLC05 11633–11783 GTGGATGGACTGCCACTTAG AGACCACAGTGAGTGCTTCT 161–195 1.00 ± 0.00 9 AFLC17

AFLC06 12333–12543 GCTGTCCTGGACGGATAGTA CATCGGTCAACGACGAAGTA 230–232 1.00 ± 0.00 3 AFLC18

AFLC07 12715–12889 GTCAGCAAGAGGAGCCTTCA GGTCACGGAGATCCTCCATA 160–197 1.00 ± 0.00 3 AFLC03

AFLC08 14001–14235 CGCCAGCACGGAGATCGAAT CGTCTCCTCAGGCGGTCTAT 243–257 1.00 ± 0.00 5 AFLC20

AFLC09 16162–16331 AACACTCCGCTGCTCAACTA AACGCTCAGGCAACGTCGAA 131–318 1.00 ± 0.00 7 AFLC04

AFLC10 16315–16498 GACGTTGCCTGAGCGTTAAT TGACTGGTCGTCGCCAGAAT 135–218 1.00 ± 0.08 9 AFLC21

AFLC11 21671–21862 CTCGACGTAGCGTTGAACAG AACGCATGGCCAGCTAATCT 157–228 1.00 ± 0.11 5 AFLC22

AFLC12 21895–22149 CGCAAGGAGCTCGACCAATA TTCAGCTCAGCGACGAGAGT 134–278 1.00 ± 0.19 6 AFLC23

AFLC13 22059–22241 TCGGTTCAATGCTCGAACAC TCCAACCTTCGGCCTAGTCT 183–194 1.00 ± 0.08 3 AFLC24

AFLC14 22155–22242 GACGCCTCGGCTTGTCAAGA CTCCAACCTTCGGCCTAGTC 96–121 0.80 ± 0.44 3 AFLC05

AFLC18 62617–62825 GGCAGCCAGACCAAGGAATA CCTTCTCGTAGCCGCTCATC 230–231 1.00 ± 0.00 2 AFLC13

AFLC19 63261–63509 ACAGGACCGCACGGATCAAT AGGAGCGGATGTCGAAGTCT 260–270 1.00 ± 0.00 6 AFLC12

AFLC20 67451–67735 GCCTAGCGCTCCATTCTCAG CCATCGTATCCGGCTCTATC 262–369 1.00 ± 0.11 11 AFLC11

AFLC21 68690–68852 TACCTTACTCCGCTAAGCAG GCGGTCACCTACCAATGAAT 169–321 1.00 ± 0.19 9 AFLC10

AFLC22 68718–68959 TTCGCAGGAGTGTAGCCAAG GTTGGAACACGCTCCATAGG 259–269 1.00 ± 0.11 7 AFLC09

AFLC23 72035–72162 GGCGTCAGTGGATTCCGGAT CGTGGTCCGCAGCAATAGTG 140–156 1.00 ± 0.11 3 AFLC08

AFLC24 73119–73357 GAACGAGATAACGGCTGCAT ATCAATCCACGGACCGTTGT 260–261 1.00 ± 0.19 2 AFLC06

AFLC25 72652–72811 CAGTGCGACCGGATGGTACA CGGCTGAACGCGATGACTCT 110–184 0.80 ± 0.39 5 AFLC07

AFLC26a 13627–13702 CGGCGTGGTGCGGTACTAAT TAATACGCGCCGGCATCTCC 89–95 1.00 ± 0.00 6 AFLC19

SE standard error of the mean
aMarker used only in this study, while the rest adopted from Faustinelli et al. [11]. Marker names in italics, correspond to the labels used in the raw data files of
fingerprinting DOI: https://doi.org/10.15482/USDA.ADC/1520771
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