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Molecular identification and sequence analysis of Tomato
yellow leaf curl virus in Guangdong province
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Abstract Tomato yellow leaf curl disease is a destructive discase in tomato production. Tomato yellow leaf curl vi-
rus (TYLCV) is one of the main pathogens causing TYLCD. Four whole genome sequences of TYLCV from infec-
ted tomato in Foshan and Zhaoqing, Guangdong province were obtained by rolling circle amplification and gene
cloning methods. The four genome sequences were 2 781 nucleotides (nt) in length and encoded six potential
ORFs. The AV1 and AV2 were located on the virion sense DNA strand, whereas the AC1, AC2, AC3, AC4 were
located on the complementary sense strand. The results of homology comparison showed that the genomic se-
quences of four isolates from Guangdong shared >>99. 0% nt identities with each other, and shared > 90% nt
identities with all isolates of TYLCV in the database, = 98% nt identities with all TYLCYV isolates from China.
Phylogenetic analysis of the four Guangdong isolates and the other isolates of TYLCV indicated that they clustered
with all TYLCYV isolates from China to form a unique clade. Therefore, the viruses infecting tomato in Foshan
and Zhaoqing, Guangdong likely come from other areas of China. This is the first molecular characterization of
TYLCYV infecting tomato in Guangdong province, China.
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Fig.1 PCR detection of diseased tomato samples
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Fig. 2 Sequence identity comparison of Guangdong isolates and 32 isolates of TYLCV
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Fig. 3 Phylogenetic tree of Guangdong isolates and 31 isolates of TYLCV
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