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INTRODUCTION

Verticillium dahliae is a phytopathogenic soil fungus that infects about 250 species, including crops and weeds, in many cases
without any recognizable disease symptoms. Sunflower Verticillium wilt (VW) is one of the most important and difficult diseases to
control using chemical methods. This fungus can survive In soil for extended periods and colonize the xylem of its host plants.

In Argentina, four phytopathological races of V. dahliae infecting sunflower have been reported (Clemente et al., 2017). However,
there is a lack of knowledge about the diversity and genetic structure of V. dahliae population in Argentina. Given that the
characterization of isolates relays via pathogenesis assays, coupled with the unknown distribution of phytopathological races, we
perform molecular characterization of Argentine isolates using ddRADseq methodology and evaluate their diversity in comparison
to international isolates.
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14 are MAT1-1 (Fig.4 A).

Fig. 3: Neighbor-joining tree inferred from 1165 SNPs of 222 V.
dahliae isolates. Branches with less than 70% bootstrap support

<70% were excluded. Colors indicate the origin of the dataset. Red: @ This study allows the characterization of molecular variability and potential

this study. Blue: NCBI Genome data. Gray: Baustista-Jalén et al.

(2021) data (only 10 selected isolates belonging to lineage 4B were phytopathological races of V. dahliae which is essential for the control of VW.

included to reduce the size of the figure).
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