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ABSTRACT
In this study, 12 native strains and 8@isis from the known speciesAifophoma Didymella,andNeodidymelliopsisvere
selected. The ITS, D1/D2 LSU rDNA, tub2 and rpb2 regions of the mentioned strains were compared for species
delimitation using phylogenetic analysis. The genomic regions afdtine strains were amplified using DNA extracted
from freezedried mycelia and sequenced. The phylogenetic analysis was performed using the maximum likelihood
algorithm. The regions of the D1/D2 LSU rDNA, ITS, tub2, and rpb2 delimited 0, 20, 43, antef®a species studied,
respectively. In the phylogenetic analysis based on combined regions, all datasets| TESrpb2, tub2rpb2, ITStub2
rpb2, and ITS28Stub2rpb2) could delimit 49 out of the 61 species under suiegults showed that tisequencing and
phylogenetic analysis of the ITS, tub2, and rpb2 regions in combination with morphological studies are necessary for
species delimitation of th&llophoma,DidymellaandNeodidymelliopsigenera. In a singllecus phylogenytub2 or rpb2
geres are the best markers among the genomic regions used.
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Figure 1. The scalree phylogram of species under survey construittemigh maximum likelihoodnalysis of ITS
sequences using the K2+l model. Bootstrap values less than 50% are not shown.
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Figure 2. The scalfree phylogram of species under survey constructed through maximum likelihabysis of tub2
sequences using the K2+G+l model. Bootstrap values less than 50% aremot sho



