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Spruce canker is one of the main infection desease of Picea abies (L.) Karst in Belarus. The aim 

of this study was to identify composition of pathogenic fungi species from spruse canker tissue  

by utilization of DNA assay. Object of research were samples of wood, which were collected from 

trees of Norway spruce with symptoms of canker. Molecular genetic identification of species compo-

sition of fungi in the investigated samples was carried out on base of sequencing of ITS1-5,8S 

rRNA-ITS2 region of ribosomal DNA of fungi. There were two new unknown species of fungi de-

tected in the investigated material. To date these species have no official systematic description, and 

did not isolated in pure culture. According to international GenBank NCBI database, these species 

are closely related with Ascomycetes, by their DNA sequence. The results of work will be included 

in a molecular genetic database of forest pathogenes of Belarus for engineering of system of early di-

agnostics and identification. 
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