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Analysis of the complete genomic sequence of an isolate of Tobacco vein
banding mosaic virus from Yunnan
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Resources, Yunnan Academy of Agricultural Sciences, Yunnan Province Key Laboratory of Agricultural Biotechnology, Key Lab of
the Southwestern Crop Gene Resources and Germplasm Innovation, Ministry of Agriculture, Kunming 650223, China)

Abstract: The virus was first observed from Potyvirus with electron microscope. The virus was then identified as TVBMV by
RT-PCR using primers M4 and Sprimers. The primers were designed using the genomic sequence of the 3’ end of Potyvirus. The
isolate was named YN-YX-TVBMV. A 6047 bp sequence was obtained from eight segments of YN-YX-TVBMYV, This sequence was
used to compare with TVBMYV isolates from China. The results indicated that significant sequence variation existed among TVBMV
isolates from diferent locations with the isolates from Yunnan Province always formed a separate group.
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Fig. 1 The typical symptoms of samples

1.2
1.2.1
3%
3~5 min
1 min 2% pHS.S
5 min
1.2.2 1 Y
RNA M4-T
GTTTTCCCAGTCACGACTTTTTTTTTTTTTT
M-MLV

Promega
RNA 2 uL
M4  GTTTTCCCAGTCACGAC
Sprimers GGNAAYAAYAGYGGNCARCC MPCR

50 C 5 53 C 30
PCR 1800 bp
2 TVBMV
RNA 1
Promega M-MLV
RNA 2 uL 1
PCR

1 TVBMV
Table 1 The primer sequences for TVBMV
/C
TVBMV900-F  5-CAGCAAGTTAAGAAGGGTATGAGTG-3" 60
TVBMV1848-R  5’-CCAAATTCCGCGGGAGAATCA-3’
TVBMVI838-F 5°-GCGGAATTTGGATACGCTGAT-3’ 60
TVBMV3087-R  5’-AGTTGTCCTGTGCATATTGCTT-3’
TVBMV-2822F  5’- GGTGCAAATCGCTGTAGCTG-3’ 58
TVBMV-3916R 5°- TTTCCTGATCCCACTGCACC-3’
TVBMV-3777F  5’- ATGGGTCGGACCATACCTCA-3’ 58
TVBMV-6300R  5°- GATCGACCCCCTCAACCAAG-3
TVBMV6896-F  5’-TTGGGCACGAGGTTGGAAA-3’ 60
TVBMV7736-R  5-CTGAAGCAAAGTGTCCCATCC-3’
TVBMV5848-F  5°-CCGCATATACAAAGAAGGGCA-3’ 60
TVBMV7046-R  5°-CCACCTCTCATGTGATTGTTCCTC-3
TVBMV-7266F 5’- ATCGAGGTCGGTGTGGTAGA-3’ 58
TVBMV-9050R  5’-GAATGTTGGTTTGGCGTGCT-3’
TVBMV-8059F 5’- ACTGCGCTTTCGTTGCAAAT-3’ 58
TVBMV-9382R  5°- ACGCCACTCACACCAAGTAG-3’
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Fig. 2 The phylogenetic tree of TVBMV complete genome sequences
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