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Cherry leaf roll virus (CLRV) is a worldwide distributed Nepovirus (family Secoviridae) that infects 27 genera of herbaceous and woody plants. With regard to appearance, symptom severity and crop loss an infection by CLRV has a high economic impact as it is known from fruit trees such as cherry and walnut. Cell-to-cell movement through plasmodesmata is facilitated by a coat protein (CP)-dependent movement of virus particles along movement protein (MP)-tubules. We applied the Yeast-two hybrid system (YTHS) to identify protein-protein interactions of the CLRV-MP that play a substantial role in cell-to-cell transport of the virus leading to systemic infection of the host plant.
The complete nucleotide sequence of both genomic (+)ss RNAs of the CLRV-isolate E395 from rhubarb is determined (von Bargen et al., 2012). Hence, YTH experiments were conducted with the full-length CP (512 aa, 56 kDa) of the rhubarb strain CLRV-E395, the complete MP (385 aa, 42 kDa) and different N- and C-terminal deletions of the viral MP. YTH studies revealed dimerization of the viral MP and CP, as well as the specific interaction of both proteins. Specific binding of the CLRV-MP to a plant protein (At-4/1) that can be associated with plasmodesmata was demonstrated. Moreover, we determined the peptide sequence of the CLRV-MP responsible for dimerization and binding to the CP and the plant protein At-4/1 identified from Arabidopsis thaliana. The region between aa 46 and 80 of the MP showed to be important to facilitate dimerization as well as binding to other interaction partners in YTHS. 
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