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Cloning and Sequence Analysis of Coat Protein Genes of Dasheen Mosaic Virus Infecting Amorphophallus rivieri from Ankang
LIU Huan, WU Wei
Abstract
RT-PCR. The results showed that cp gene of DsMV infecting Amorphophallus rivieri from Ankang is 903 bp in length, encoding a predicated

(College of Modern Agriculture and Biotechnology , Ankang University , Ankang , Shaanxi 725000)
The complete coat protein (c¢p) gene of Dasheen mosaic virus ( DsMV) infecting Amorphophallus rivieri from Ankang was cloned by

protein of 301 amino acids. Blast sequence alignment showed that the query cover was only 72% —80% and the consistency was 80.30% —
87.98%. Phylogenetic analysis indicated that DsMV isolate Amorphophallus rivieri from Ankang was independent in group III and had much
molecular variability. There was no significant correlation between DsMV isolates from different hosts and different geographical sources in the

evolutionary tree.
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Fig.3 Phylogenetic tree of DsMV cp gene nucleotide sequence construction
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