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Table 2. Program of one-step multiplex RT-PCR.
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Tablel. Locations of collected honey bee samples from

Syria.
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Table 3. Global isolates from Genbank used for drawing the
phylogenetic tree.
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Figure 2. Results of one-step mRT-PCR. (A)= symptomatic samples, (B)= asymptomatic samples.
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Figure 5. The phylogenetic tree based on the base sequence
of the 195 bp fragment according to Maximum Likelihood
(Bootstrap > 50%).
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Figure 3.The phylogenetic tree based on the fragment 195
bp of Syrian DWYV isolates.
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Figure 4. The phylogenetic tree based on the base sequence
of 395 bp fragments of Syrian DWV isolates.
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Figure 6. The phylogenetic tree for the 395 bp fragment
according to Maximum Likelihood (Bootstrap > 50%).
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Figure 7. Amino acids sequence of DWV Syrian isolates coded by the viral genome 195 bp fragment.
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Figure 8. Nucleotides sequence of the viral genome fragment 395 bp of the DWYV Syrian isolates and the amino acids produced.
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Abstract

Barhoum, H.S., H. Adib Al-Roz and A.M. Mouhanna. 2017. Molecular characterization and phylogenetic analysis of
Deformed wing virus that infects honey bees in Syria. Arab Journal of Plant Protection, 35(3): 155-163.

This study was based on the evaluation of 240 beehives distributed in eight Syrian provinces. Multiplex one-step RT-PCR confirmed
the presence of Deformed wing virus in 100% of symptomatic hives and in 55% of asymptomatic hives. Phylogenetic analysis showed high
homology among Syrian isolates that reached 97.9-100%, and 98.7-100% for both amplified fragments 195 and 395 bp, respectively. The
variability of nucleotides sequence of the 195 bp fragment led to some variability in the amino acids sequences produced, whereas, the 395 bp
fragment coded for identical amino acid sequences in spite of the variability in the nucleotide sequences among virus isolates. This study
revealed that the Deformed wing virus is widespread in Syria, with high genomic homology between Syrian and global isolates.

Keywords: Deformed wing virus, honeybee, phylogenetic tree, Syria.
Corresponding author: Ahmed Mouhanna, Plant Protection Department, Faculty of Agriculture, Damascus University, Damascus,
Syria, Email: A.M.Mouhanna@gmail.com
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