
Vice Presidency of Research and Technology, Gorgan University of Agricultural Sciences and Natural Resources 
(GUASNR). This material may be reprinted provided that the article and the author(s) are acknowledged.   
 

 

 

 

 

  

 

 

Introduction (Hypothesis and aims) 

Viral diseases are one of the limiting factors for cucurbits production, from which 
Zucchini yellow mosaic virus damage has been significant. There have been several 
studies on this virus in Iran. North eastern provinces are crucial for melon ground 
production; however information about this virus is pour and limited. . In this 
research (paper) for determining and identifying the ZYMV strains during spring and 
summer cultivation season of 2012 has been searched. 

Highlights 

► Viral diseases are one of the limiting factors for cucurbits production, from which 
Zucchini yellow mosaic virus damage has been significant. 
► Iranian isolates fall into one distinct clades, Golestan and Tehran isolates were 
grouped into one distinct clades, while American isolates was grouped into other 
distinct clade, and Europan and Asian isolates were grouped with northern Africa 
into other distinct clade. 
► The results showed that ZYMV sequence can be placed into 3 clades. 
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Other Information (including tables and figures) 

To identify the symptoms of each collected isolate, sap of positive samples in 
indirect-ELISA was inoculated on indicator plants such as Chenopodium quinoa. 
Viral RNA was extracted using RNX-Plus kit. After verification on 1% agarose gel 
in electrophoresis, the expected band of ~458 bp size was amplified in infected 
samples. PCR products were directly sequenced and the sequence of about 698 
nucleotides was aligned with other 30 sequences from different zones of the world in 
the GenBank. Multiple alignment and phylogenetic analyses were performed by 
ClustalX and BLAST programs in Mega4 software and phylogenetic dendrogram 
was produced using maximum parsimony method. The results showed that ZYMV 
sequence can be placed into 3 clades. Iranian isolates fall into one distinct clades, 
Golestan and Tehran isolates were grouped into one distinct clades, while American 
isolates was grouped into other distinct clade, and Europan and Asian isolates were 
grouped with northern Africa into other distinct clade. Genetic distances between and 
within groups confirmed the phylogenetic analysis results. 

 >zymv-CP nucleotide sequence of the genome of Zucchini yellow mosaic virus, Golestan 
province isolates 

GTGCATTTTGTGTCACGTCATGTTTTTTGTTCCAAGCGTATGTAGTTGTTCAAATGGAATATCCGCTT
AAACCAATGGTTGAAAATGCAAAGCCAACACTCCGCCAAATCATGCACCATTTTTCAGATGCAGCTG
AAGCATACATTGAGATGAGAAATTCTGAGAGACCGTATATGCCTAGGTACGGACTACTTCGGAATT
TGAGGGATAAAAATCTAGCTCGCTACGCTTTTGATTTCTATGAAGTAACATCCAAAACATCGGATCG
AGCAAGAGAAGCAGTAGCACAGATGAAGGCAGCAGCCCTCAGCAACGTTAGCAGCAAGTTGTTTG
GACTTGATGGTAACGTGGCAACAACCAGCGAGAATACTGAAAGGCACACTGCAAGGGACGTCAAT
CAGAACATGCACACACTTCTTGGCATGGGTCCTCCGCAGTAAAGGTTAGGTAAACTGACCACAGTTA
GCATCTCGCGTCGCTGAATAGTTTCATATAGTAATCTTTTATGTTCTCTTTAGTTTCAGTGTGGTTCTA
CCACCTTTGTGTTACTATTGTGATAGTGTGGTTGGTCCACCAACATATTGTGAGTACTTTATGTTTAT
GAGTAAGCCGGAAGAACCATTGCAATGGTGAGGACATGCAGAGTGATTTCATCACGCGTCATGAG
GTAGCTACGGCAATGTTTGTTTGTTCCCAAA                                   

     

Importance 

Viral diseases are one of the limiting factors for cucurbits production, from which 
Zucchini yellow mosaic virus damage has been significant 


