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Analysis of virulence-related genetic region using Chinese yam necrotic mosaic
virus infectious cDNA clone
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Chinese yam necrotic mosaic virus (CYNMV) occurs in Nagaimo plants in the
world and causes severe yield losses. We had selected an attenuated CYNMV strain and demonstrated
that Nagaimo plants infected with the attenuated CYNMV strain were effectively protected from
subsequent CYNMV infections that occurred in the field, thus preventing a substantial yield loss. In

this study, different genomic regions of the severe CYNMV strain were replaced with the
corresponding fragments of the attenuated strain to create a series of recombinants throughout the
viral genome. The infectivity of chimeric cDNA clone was analyzed by biolistic inoculation of
Nagaimo plants. Our results suggested that mutations in BamHI-Spel region of CYNMV genome might
influence the pathogenicity and/or infectivity of CYNMV on Nagaimo plants.
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