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Isolation and characterization of Alternaria malorum  
as a causal agent of bark canker on walnut trees
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Abstract
During 2016–2020, a longitudinal bark canker was observed on walnut branches in some 
of the provinces of Iran. The symptoms appeared on one side of the branches. No visible 
symptoms were observed on the sapwood after removal of the bark using a blade. In order 
to detect a potential agent of these symptoms on walnut trees, collected samples were trans-
ferred to the laboratory for further investigation. After isolation and purification based on 
standard methods, a fungus was frequently isolated from symptomatic tissues. Morpholo-
gical and molecular assays indicated that the responsible agent of this disease was Alter
naria malorum, moreover, a pathogenicity test confirmed that A. malorum was pathogenic 
on walnut trees. To the best of our knowledge, this study represents the first attempt to 
identify A. malorum as a new causative agent of bark canker on walnut trees in the world.
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Walnut (Juglans regia, Juglandaceae) is one of the 
most valuable nut crops in the world. Iran is one of the 
largest walnut crop producing countries worldwide 
(Sohrabi and Mohammadi 2020). During 2016–2020, 
walnut orchards in the main walnut-growing pro-
vinces of Iran including Chaharmahal and Bakhtiari, 
Esfahan, Hamedan, Kerman, Kermanshah, Kohgiluyeh 
and Boyer-Ahmad and Kurdistan were surveyed for 
investigation of canker symptoms on walnut trees. For 
this purpose, samples with longitudinal bark canker 
were collected and transferred to the laboratory for 
further investigation (Table 1). The canker symptoms 
were developed on one side of the branches (Fig. 1A). 
No visible symptoms were observed on the sapwood 
(Fig. 1B). In order to identify the fungal agent asso-
ciated with bark canker symptoms on walnut trees, 
fungal isolates were obtained by inserting small pieces 
(5 mm2, four pieces in each plate) from the border of 
symptomatic and healthy tissues on potato dextrose 
agar (PDA) medium (200 g potato, 20 g dextrose, 15 g 
agar, 1,000 ml distilled water) after surface sterilization 
by immersing them in 1% sodium hypochlorite for 

2 min, rinsing in sterile water for 3 min and drying 
on sterile filter paper. The culture plates were incubated 
at 23–25°C in the dark until fungal growth. After pu-
rification, fungal isolates were screened for morpho-
logical characterization. Preliminary identification 
was based on Barnett and Hunter (1972). Purified iso-
lates were transferred to potato carrot agar (PCA) and 
kept at 23–25°C under a cool white fluorescent light 
with an alternate 8 h light/16 h darkness for 5–7 days 
(Ba gherabdi et al. 2017). Microscopic observations 
and the dimensions of 50 randomly selected conidia 
and conidiophores were recorded using a BX53 mi-
croscope (Olympus, Tokyo, Japan) equipped with 
Nomarski differential interference optics. Fungal 
isolates were identified on the basis of the following 
morphological and cultural characteristics (Goetz and 
Dugan 2006). Colony color was olive-brown and gray 
at the center with a white margin on PCA (Fig. 2A). 
Conidiophores were olive–brown, simple, short, asep-
tate and 10–17 µm × 2–4 µm in size (Fig. 2B). Conidio-
phores produced long branched chains of olive-brown, 
aseptate, cylindrical and Cladosporium-like conidia, 
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Table 1. Details of obtained isolates of Alternaria malorum in this study

Location The number of samples collected The number of Alternaria malorum strains

Chaharmahal and Bakhtiari 2 4

Esfahan 2 3

Hamedan 7 16

Kerman 4 9

Kermanshah 5 8

Kohgiluyeh and Boyer-Ahmad 3 7

Kurdistan 4 9

Fig. 1. A–B – natural symptoms of bark canker caused by Alternaria malorum on walnut trees; C–D – artificial symptoms after 
inoculation with A. malorum under laboratory conditions; E–F – control shoots without any symptoms
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5–12 µm × 3–4 µm in size (Figs. 2C–D). Morpho-
logical and cultural characteristics of purified isolates 
were in accordance with the description of A. malo
rum (Dugan et al. 1995; Braun et al. 2003; Goetz and 
Dugan 2006). Since the morphological features of all 
isolates were similar, one isolate (SB32) was selected 
as a representative for molecular analysis. To confirm 
preliminary identification based on morphological 
characteristics, the extraction protocol of Sharma et al. 
(2002) was used to extract genomic DNA from the 
representative isolate grown on a PCA plate. The inter-
nal transcribed spacer (ITS) region of the representa-
tive isolate was amplified using ITS1 and ITS4 primers 
(Hoff et al. 2004). The reaction mixture contained 
10 ng of genomic DNA, 1 μM of each primer, 0.2 mM 
of dNTPs (CinnaGen, Iran), 1X PCR buffer, 2.5 mM 
MgCl2 and 1 U Taq DNA polymerase (CinnaGen, 
Iran). PCR conditions for ITS included an initial dena-
turation step at 94°C for 5 min, followed by 35 cycles 
at 94°C for 1 min, 56°C for 1 min and 72°C for 1 min, 
with a final extension at 72°C for 10 min. The PCR 
products were purified and sequenced through Mi-
crosynth Company (The Swiss DNA Company, Bern, 
Switzerland). The sequence was adjusted using BioEdit 
v.7.0.5.2 where necessary (Hall 1999). A BLASTn 
search was used to compare the sequence generated 
in this study with those of the NCBI (National Center 
for Biotechnology Information) database. Homology 
search indicated the highest similarity (99.82–100% 
identity, query cover: 100%) with the ITS sequence 
of authentic strains of A. malorum. The novel gene-
rated sequence in this study was deposited in GenBank 
(MZ540328 Accession NO.). Data sequences included 
ITS sequence of isolate SB 32, sequences of A. malo
rum from other hosts and sequences of species closely 
related to A. malorum were aligned using ClustalW. 
A phylogenetic tree of the ITS sequences was con-
structed through maximum likelihood analysis with 
1000 bootstrap replications in MEGA 7 (Kumar et al. 
2016) with the Kimura-2-parameter nucleotide substi-
tution model (Kimura 1980). The tree was rooted to 
Dendryphiella triticicola CBS 117147. Molecular assays 

by maximum likelihood analyses confirmed the phy-
logenetic position of isolate SB 32 among valid isolates 
of A. malorum (Fig. 3). Confirmation of pathogenicity 
was performed with seven representative isolates (one 
isolate from each province) in three replicates and the 
experiment was repeated twice. A total of 24 healthy 
shoots were inoculated after surface sterilization with 
70% ethanol. Under-bark inoculation was performed 
using a sterile metal cork borer to wound the bark 
and to insert a mycelial plug of a 7-day-old fungal 
colony into the wound. Each wound was wrapped in 
Para-film to maintain moist conditions. Three healthy 
shoots were inoculated with sterile agar plugs as nega-
tive controls (Bagherabadi et al. 2017). Three weeks 
after inoculation, all inoculated shoots showed necro-
tic lesions similar to those observed on walnut trees 
while no symptoms were observed on control shoots 
(Figs. 1C–F). Once disease symptoms appeared, the 
fun gus was re-isolated from the infected shoots on 
PDA and compared morphologically with the isolates 
obtained from natural symptoms. Alternaria malorum 
was consistently isolated from artificially inoculated 
shoots only. Alternaria malorum (Ruehle) U. Braun, 
Crous and Dugan spent most of its nomenclatural 
history as Cladosporium malorum Ruehle (Goetz and 
Dugan 2006). Cladosporium malorum (Ruehle) was 
transferred to A. malorum by Braun et al. (2003) based 
on diff erences in conidiogenesis and the structure of 
the conidiogenous loci, further supported by molecu-
lar data (Conidiogenesis is similar to that of the genus 
Alternaria and other species in the Pleosporaceae/- 
Pleosporales). Crous et al. (2009) recognized this spe-
cies as Chalastospora gossypii. Woudenberg et al. (2013) 
suggested that Ch. gossypii, formerly known as A. ma
lorum, belonged to section Chalastospora within genus 
Alternaria. Alternaria malorum was first reported by 
Ruehle (1931) as a pathogen on ripe apples and ripe 
cherries (Dugan et al. 1995). Goetz and Dugan (2006) 
reported this species as a fungal pathogen of cherry to-
mato and confirmed its appropriate classification in the 
genus Alternaria. In Iran, this species was first reported 
as C. malorum on Hordeum vulgare (Asgari et al. 2004). 

Fig. 2. Alternaria malorum SB32 after 7 days on potato carrot agar (PCA): A – surface of colony; B – conidiophores; C – conidial chain; 
D – conidia. Scale bars = 10 µm
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In a study conducted by Davari et al. (2011), A. malorum 
was reported from petroleum polluted soils. Hergho-
li et al. (2015) reported A. malorum as an endophyte 
of Vitis vinifera. It has been reported as a fungus as-
sociated with declined Persian oak trees (Alidadi et al. 
2018). Molecular identification based on the ITS re-
gion supported the clear phylogenetic position of 
representative isolate SB 32 accurately. Furthermore, 
morphological distinguishing characteristics of iso-
lates obtained in this study from closely related species 
confirmed the highest similarity of these isolates to 
A. malorum. The results of pathogenicity tests revealed 
that representative isolates of A. malorum were patho-
genic on walnut shoots. In conclusion, since there have 
been no previous reports of A. malorum causing bark 
canker on walnut, we believe that this is the first report 
of A. malorum as a new fungal agent of bark canker 
on walnut trees. Our research included examination of 
its morphological characteristics and molecular iden-
tification, as well as testing its pathogenicity to fulfill 
Koch’s postulates.

Acknowledgements

The authors would like to thank the Research Deputy 
of the University of Bu-Ali sina, Hamedan, Iran for 
their financial support of this project.

References

Alidadi A., Javan-Nikkhah M., Kowsari M., Karami S., Ebrahi-
mi Rastaghi M. 2018. Some species of fungi associated with 
declined Persian oak trees in Ilam province with empha-
sis on new records to mycobiota of Iran. Rostaniha 19 (2): 
75–91.

Asgari B., Zare R., Payghami E. 2004. Hyphomycetous fungal 
community of barley phylloplane in East Azarbaijan pro-
vince with emphasis on new taxa for Iranian fungal flora. 
Rostaniha 5 (2): 171–197.

Bagherabadi S., Zafari D., Amirabad Y.M., Woudenberg J.H. 
2017. First report of leaf spot caused by Alternaria alternata 
on Drimia maritima. Journal of General Plant Pathology 
83 (6): 398–401. DOI: https://doi.org/10.1007/s10327-017
-0739-2

Barnett H.L., Hunter B.B. 1972. Illustrated Genera of Imperfect 
Fungi. Burgess Publishing Company, Minneapolis, Minne-
sota, USA.

Braun U., Crous P.W., Dugan F., Groenewald J.E., De Hoog G.S. 
2003. Phylogeny and taxonomy of Cladosporium-like hy-
phomycetes, including Davidiella gen. nov., the teleomorph 
of Cladosporium s. str. Mycological Progress 2 (1): 3–18.

Crous P.W., Braun U., Wingfield M.J., Wood A.R., Shin H.D., 
Summerell B.A., Alfenas A.C., Cumagon C.J.R., Groene-
wald J.Z. 2009. Phylogeny and taxonomy of obscure genera 
of microfungi. Persoonia 22: 139–161.

Davari M., Arzanlou M., Babai-Ahari A. 2011. Identification of 
some fungal species involved in biodegradation of petroleum 
pollutants in Northwest of Iran. Rostaniha 12 (1): 1–12.

Dugan F.M., Roberts R.G., Hanlin R.T. 1995. New and rare fun-
gi from cherry fruits. Mycologia 87 (5): 713–718.

Goetz J., Dugan F.M. 2006. Alternaria malorum: a mini-review 
with new records for hosts and pathogenicity. North Ameri-
can Fungi 1 (1): 1–8. DOI: 10.2509/pnwf.2006.001.003

Fig. 3. Maximum likelihood phylogenetic tree based on ITS sequence of isolate SB32 and other ITS sequences of Alternaria spp. from 
GenBank. Numbers at the nodes are the bootstrap values obtained for 1,000 replicates. The tree is rooted to Dendryphiella triticicola 
CBS 117147



Journal of Plant Protection Research 62 (1), 2022106

Hall T.A. 1999. BioEdit: a user-friendly biological sequence 
alignment editor and analysis program for Win- 
dows  95/98/NT. Nucleic Acids Symposium Series 41: 95–98.

Hergholi N., Ghosta Y., Javan-Nikkhah M., Campisano A., 
Pancher M. 2015. New species of endophytic fungi from 
grapevine (Vitis vinifera) in Iran. Rostaniha 16 (1): 17–35.

Hoff J.A., Klopfenstein N.B., McDonald G.I., Tonn J.R., 
Kim M.S., Zambino P.J., Hessburg P.F., Rogers J.D., 
Peever T.L., Carris L.M. 2004. Fungal endophytes in woody 
plants of Douglas-fir (Pseudotsuga menziesii) and ponderosa 
pine (Pinus ponderosa). Forest Pathology 34 (4): 255–271.

Kimura M. 1980. A simple method for estimating evolutionary 
rates of base substitutions through comparative studies of 
nucleotide sequences. Journal of Molecular Evolution 16 (2): 
111–120. DOI: 10.1007/BF01731581 

Kumar S., Stecher G., Tamura K. 2016. MEGA7: molecular 
evolutionary genetics analysis version 7.0 for bigger data-

sets. Molecular Biology and Evolution 33: 1870–1874. DOI: 
https://doi.org/10.1093/molbev/msw054

Ruehle G.D. 1931. New apple-rot fungi from Washington. Phy-
topathology 21 (12): 1141–1152.

Sharma A.D., Gill P.K., Singh P. 2002. DNA isolation from 
dry and fresh samples of polysaccharide-rich plants. Plant 
Molecular Biology Reporter 20 (4): 415. DOI: https://doi.
org/10.1007/BF02772129

Sohrabi M., Mohammadi H. 2020. First report of Graphium car
bonarium associated with walnut dieback in Iran. Mycolo-
gia Iranica 7 (1): 149–153. DOI: 10.22043/mi.2020.122504

Woudenberg J.H.C, Groenewald J.Z., Binder M., Crous P.W. 
2013. Alternaria redefined. Studies in Mycology 75: 
171–212. DOI: https://doi.org/10.3114/sim0015




