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Introduction  
Gooseberry vein banding disease is economically important disease of gooseberry and other 
currant species. The causative agent is Gooseberry vein banding associated virus (GVBaV), a 
member of the genus Badnavirus. The GVBaV has a worldwide distribution, but is present in 
Europe in countries with high production of currants (Russia, Poland, Germany, France, 
Belgium, and the Netherlands). The typical disease symptoms include pale-yellow streaks 
along leaf veins of infected plants which are more pronounced in spring when first leaves 
expand. 
 

Materials and Methods 
In summer 2016, leaf samples were taken from a symptomless redcurrant (Ribes rubrum L.) 
bush from the collection plantation of the Agricultural Institute of Slovenia located in the 
central region of the country. Next generation sequencing (NGS) of small RNA and ribosomal 
RNA-depleted total RNA using the Ion Proton system was used to detect possible viruses in 
the sample. Library preparation and quality control were performed according to 
manufacturer’s instructions. De novo assembly and mapping to reference by Geneious R.10 
software was used for genome sequence reconstruction. 
 

Results and Discussion 
A total of 9.908.726 reads from 8 to 223 nucleotides in size were obtained. Blastn results of 
de novo assembled contigs revealed similarities to GVBaV. Mapping of the reads to GVBaV 
sequences HQ852249 and JQ316114 were performed. The longest contig obtained (6.933 
nt) corresponded to the complete sequences of ORF1 and ORF2, and a partial sequence of 
ORF3. The obtained partial sequence was compared with all available GVBaV sequences 
from the GenBank. Comparison revealed 97-99% similarity with GVBaV sequences, the 
highest (99%) with the RC isolate (HQ852249) from the Netherlands (1). To our knowledge 
this is the first report of GVBaV in Slovenia, and a first report suggesting the presence of 
GVBaV in non-symptomatic redcurrants.   
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