


��������	
���	���������	�����	���	������	 !" 	 	�"#		

795 20th Iranian Plant Protection Congress, 25-28 August 2012

��������	�
�������������	��	������
������������������������������������������� ��!���	��"����
��

#����
��$�%�&'(��%�	�)���	�)
�%��*�+,-��"(��.���/01	��&'(��2������

3��4�45���6���	3�789
�������	��8��Ghasem.torabi@ymail.com��
��

:����;�������	����55���<��
�����������������	������� !�=Beet western yellows virus�>?	�"�#$����@ABC���
�D���BCC��%:D9�&9��
��'�
�D����D����� !�
"�#�
�����"��
�(��)�����*�&�	�E&+���
�����F:9�&9��
�����:��G��H��I#9
	��
�"���54����,JK-�����%�,5I)���3������"����%�D�4����:D�*���D����LD5����9���
7*����	���4���M�N9
���FO�+�������	�������BWYV��
�P�����D����L�Q�*��D�(TAS-ELISA) ����*�D�R�	�RT-PCR��D�
3��.#���D�.�����"�D��
�PCR���D��
3��.#�
��
����4���
��H�S#(
	�"Q��5T�����8���	�:�U��
��:��3�
�9
�bpVWC��5X������FY�
���O����3��
�O�+�*
��	����	�:��O�����59�5��3���Z���
���D��F�Y�
�D��

*
��	����	�3�����������Y�
�������9��+	����3�7������-K?
	�NCBI�:$��/�����:��[��#9�"
����M�9���D��
�
��ClustalW���Mega Version 5.5�����D���D����	�
�
���O�4�F[��#9�:RH�\��
�*
��	����	�"�89��
��:��:*���
���D����D9
��
	�BWYV�����#8D5���O��]D��
����D���:D*���
����	��D����
BWYV(af473561) ��OD�
���:D��

:*���
�����9
��
	�:��^5����BV���B_��H������`U���5��TR��9������5�
�
��5�������
�:*���
�O��]��"�89��9�
�F��
��
��

Identification and Molecular Detection of Beet western yellows virus in sugar beet fields of 
Khorasan Razavi�and Northern Khorasan Provinces 

G. Torabi, M. Mehrvar, B. Jafarpor, M. Zakiaghl and M. Ashrafi 
Department of Plant Protection, School of Agriculture, Ferdowsi University of Mashhad, Mashhad 
Ghasem.torabi@ymail.com 

In order to evaluate and determine the distribution of the Beet western yellow virus a polerovirus in North-East of Iran, 
during the summer of 2011, 900 leaf samples were collected from sugar beet fields of the Northern Khorasan and Razavi 
Khorasan provinces. The symptomatic plants consisting of yellowing, thick and brittle leaves, necrotic spots and dwarf were 
collectd. In order to identify BWYV virus, Serological (TAS-ELISA) and molecular (RT-PCR) tests were used. In the PCR 
test, the specific primers were used to amplify a fragment of 580bp in coat protein gene. The amplified fragment has been 
sent for sequencing. The Sequenced fragment was compared with other sources of BWYV in the Genebank. using the 
ClustalW and MEGA5.5 programmers. The nucleotide and amino acid sequence comparison indicated that Iranian BWYV 
isolates were more closely related to a BWYV-US isolate (af473561) with 95 and 97% identity in nucleotide and amino acid 
levels respectively. 


