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Nucleotide sequence comparison of the coat protein gene and movement protein gene of
Khorasan isolate of Carnation etched ring viruswith the other isolate of GenBank

M. Ashnayi', B. Jafarpour’, S. Malekzadeh Shafarudi?, A. Mirshamsi’

1- Department of Plant Protection, College of Agriculture, Ferdowsi University of Mashhad, m_ashnayi@ yahoo.t:om 2-
Department of Biotechnology, College of Agriculture, Ferdowsi University of Mashhad

Carnation etched ring virus (CERV) is one of the most important carnation viruses and is a member of Caulimoviridae.
determine the phylogenetical position of CERV. Samples were collected from Khorasan Razavi and Northern Xhorasan
provinces. Carnation tissues were tested by the ELISA test and infected samples were selected for further experiments. Using
specific primer pair, a fragment of 1500 bp in coat protein region and a fragment of 1000 bp in movement protein were
amplified by PCR method. PCR products were sequenced. Data were compared to the sequences in the Gene Bank. The
phylogenetic trees of coat protein and movement protein genes of CERV were drown, by MEGA software using Neighbor-
Joining and Maximum Parsimony methods. The results consistantly showed that the Khorasan isolate was classified in
separated group comparing to the isolates existing in Gene Bank. 3
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