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INTRODUCTION VIRUS IDENTIFICATION METHODS
Climatechangesaroundthe globe and increasedinternational trade are ELISA, PCR.
pushingplant pathogensand their vectorsinto unexpectednew areas, 5 | real time PCR,
raisingmanynew risksfor agriculture Thesenot only increasethe chance 5 etc
of Introduction of new pathogensnto the new area,but alsoincreasethe \ y
chanceof the pathogenpersistingin a new host species The accurate
identificationof plant pathogensg.g., virusspeciesis crucialfor planning | Methods designedo identify one Universal technology for
an effectivepreventionof new diseasespreadingandits eradication or few viruses at the samgme virus identification

WETLAB & AUTOMATIC TECHNICAL WORKFLOW OF NGS ANALYSIS
Sampler > RNA isolatiom > small RNA deep sequencing userfriendly automatic bioinformaticpipeline in CLC Genomics Workbeneiveloped
at NIBt > confirmation (e.qg., by electron microscopy (EM), ELISAb&L&ld methods) and study of biological impact
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CONCLUSIONS
U With NGS analyses of ornamental and vegetable samples we discovered new plant viruses and new hosts in Slovenia
U Automatic bioinformatics pipeline in CLC Genomics Workbench developed at NIB was shown to be fast and rehabthdamficial detection of
plant pathogens, as a support for tiytosanitaryAdministration of the Republic of Slovenia and Bfg/tosanitarynspection Service

U NGS was introduced as regular diagnostic method at NIB
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