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Abstract: Two CMV isolates were obtained from the pepper with mosaic symptom in Guangdong and
Shandong. The coat protein (CP) gene of the isolates was cloned by using RT-PCR technology. Sequen-
cing results showed that the CP gene of the isolate had 657bp, encoding 218 amino acids. Comparison of

the CP gene nucleotide sequences indicated that the CP gene nucleotide sequences of the isolate shared o-

ver 90% of homology with that of 6 strains belonging to CMV subgroup I , but less than 80% with 3 strains
of subgroup II. Based on the homology, it was concluded that the two isolates belong to subgroupl.
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CMV-GDLJ, CMV-SDLJ and other CMYV strain of

subgroup I and subgroup II
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