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Cherry leaf roll virus (CLRV) is a member of the family Comoviridae, genus Nepovirus. The complete nucleotide sequence of the bipartite genome was determined from cDNA clones. RNA1 is 8250 and RNA2 6700 nucleotides (nt) in length. Each RNA contains a single open reading frame encoding one polyprotein being cleaved proteolytically into functional proteins. The genome organisation of CLRV is according to other members of the genus, especially the long 3´non coding region (3`NCR) of about 1600 nt on both RNAs is a typical feature of the Nepovirus subgroup 3. 

CLRV is a world-wide pathogen occurring primarily on deciduous and fruit trees from at least 17 genera, but also on ornamental and vegetable plants. The wide host range and geographical distribution of the virus indicates a fast adaptability to different hosts and therefore a genetic heterogeneity among CLRV-isolates of different origins. 

Sequence comparisons of the coat protein and the 3´ NCR of different CLRV-isolates revealed nucleotide sequence diversities up to 23 %. 

Three CLRV-isolates from different hosts and phylogenetic groups were mechanically inoculated on five natural woody host plants to correlate molecular variability with their biological characteristics. It was observed that a CLRV-isolate from black elderberry could be transmitted to Sambucus nigra, Juglans regia and Sorbus aucuparia, but not to Prunus avium and Betula pendula, whereas a walnut-isolate could only be detected in walnut plants (Juglans regia).
