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Raspberry bushy dwarf virus (RBDV) is one of the most important viral

en
is severely affected, significantly reducing yield and fruit quality. In addition, when

pathogens of red raspberry (Rubus idaeus) and is found world-wide. Plants

in combination with several other viruses, RBDV can cause stunting of plants

infected with RBDV may exhibit “crumbly fruit” symptoms in which drupelet

and vivid “yellowing” of the leaves. RBDV is transmitted in the field by infected

formation (raspberry fruits consist of a structured aggregation of fleshy drupelets)

pollen and apparently without the intervention of any specific vector.
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genome consists of two positive-sense single strand RNAs; the larger RNA (RNA1) of about
RNA1

5.4kb encoding a putative polymerase protein, and the smaller RNA (RNA2) of about 2.2kb
encoding a putative cell-to-cell movement protein (MP) and the coat protein (CP). Virus particles,

RNA2

which are isometric in shape with a diameter of about 33nm, contain the two genomic RNAs as
well as a third, subgenomic RNA (RNA3) of 946nt that is not replicated but is the template for CP

sgRNA3

expression. We have constructed two sets of infectious cDNA clones of RBDV, to produce either
infectious in vitro RNA transcripts or binary plasmids that can be delivered by infiltration of plants
U, uncapped transcript
C, capped transcript

with Agrobacterium tumefaciens.
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