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Abstract
To investigate the species and satellite DNA genetic diversity of whitefly
transmitted geminiviruses (WTGs) infecting tobacco, virus isolates of
Baoshanl, Baoshan2, Baoshan3, Baoshan4, Dali, Lijiang, Yuanmoul and
Yuanmou?2 that obtained from leaves showing leaf curl and enation symptoms
were collected from different regions of Yunnan. PCR was performed with
primers based on DNA—A intergenic region and partial CP gene and primers of
total sequence of DNAB. Sequence analysis showed that Baoshan3,
Yuanmouland Yuanmou?2 belong to Tobacco curly shoot virus (TbCSV) ,
Baoshanl, Baoshan2 and Baoshan4 belong to Tomato yellow leaf curl virus
(TYLCV) , Dali and Lijiang belong to Tomato yellow leaf curl China virus
(TYLCCNV) . There were considerable differences among virus species from

different regions. Differences also existed among DNABassociated with virus
isolates, the DNARs of isolates shared sequence identities from 51.3% to
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99.7%. DNAPBs of Baoshanl and TbCSV shared the highest sequence
(98.7%) , and DNABs of Baoshan4 and Malvastrum yellow vein Yunnan virus

(MYVYNV) showed the highest sequence identity (98.7%) , DNABof
Baoshan2, Baoshan3, Dali, Lijiang, Yuanmoul and Yuanmou?2 shared
94.4%, 91.8%, 99.2%, 99.3%, 98.7% and 98.9% sequence identity with

that of TYLCCNV, respectively. Phylogenetic analysis of DNAB revealed that
these DNARBs had closer relationship with that of other WTGs isolates of
Yunnan than those isolates from other provinces of China, Asia and other

countries, suggesting there might be typical geographical distribution
characterization among DNApR.
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