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Genetic features of CLRV
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Sequence analyses of the coat protein and a fragment of the 3`NCR revealed grouping of a raspberry isolate into different phylogenetic
clusters. This suggests that the raspberry isolate may be a natural CLRV-recombinant. Interestingly, C LRV shows high virulence in Rubus
idaeus and therefore is treated as a quarantine pathogen in Rubus.
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