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Malvastrum coromandelianum is a weed species in the family Malvaceae
commonly found in agricultural fields and in nature in Thailand. In 2002,
M. coromandelianum showing yellow vein symptom was collected from Don Muang
District, Bangkok. The results from transmission studies showed that the disease
symptoms could be transmitted to healthy M. coromandelianum plants by grafting and
by whitefly (Bemisia tabaci Genn.) in persistent manner but not by mechanical
inoculation or seed. Southern blot hybridization using DNA-A and DNA-B of Dicliptera
yellow mottle virus as probes showed begomovirus-like DNA in DNA extracted from
infected M. coromandelianum. The result indicated that this putative virus was possibly
a bipartite virus in the genus Begomovirus. When the insect transmission tests were
conducted, it was found that individual whitefly could transmit the virus to 30% of tested
M. coromandelianum plants, and when a group of 40 whiteflies per plant were used, the
transmission efficiency increased up to 90%. Once the insects acquired the virus, they
could transmit as long as 12 days or more. The host range study on 21 economically-
important plant species showed that the virus could not multiply in 18 species tested,
except Nicotiana benthamiana and tomato (Lycopersicon esculentum) that showed leaf
curl symptom. However, tobacco (Nicotiana tabacum cv. White Burley) did not show
any visible symptom but the result of Southern blot hybridization was positive with
DYMoV probe. The partial viral DNA was further amplified by PCR technique, cloned
and sequenced. The result from nucleotide sequence comparison of the common
region (336 bases) showed that the virus was slightly similar to Cotton fleaf curl
Rajasthan virus from Pakistan with approximately 79.63% nucleotide sequence identity.
Phylogenetic analyses revealed that the virus from yellow-veined M. coromandelianum
was closely related to the Old World viruses, especially viruses causing diseases in
cotton and okra from M. coromandelianum.
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