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Since the last century Fusarium oxysporum f. sp. lini has been known as one of the most
devastating flax pathogens. At the same time, the severity of the disease symptoms it
causes varies, whereas the forma specialis includes numerous strains of different
pathogenicity degrees. However, the molecular basis of such diversity has not been
investigated yet. To fill the knowledge gap, we performed whole-genome sequencing of
5 strains of F. oxysporum f. sp. lini of different pathogenicity degrees: high (#483),
medium (#476, #525), and low (#456, #482) ones. We obtained the DNA of these fungi
according to our previously developed protocol and sequenced the libraries on Oxford
Nanopore Technologies (MinlON, R9.4.1, 10x coverage on average) and Illlumina
(MiSeq, 300 + 300 bp, 50x coverage on average) platforms. Using both types of the
obtained raw data as well as the Nanopore and lllumina reads of a highly pathogenic
isolate #39, which were received earlier, we assembled the genomes of the 6 strains with
a hybrid assembler MaSuURCA. The lengths of the assemblies were in the range of 53—
69 Mb, N50 values — 1.0-2.5 Mb, and the BUSCO completeness — 96.5-99.7%. Then,
the sequences of the SIX genes of F. oxysporum f. sp. lini (SIX1, SIX7, SIX11, SIX12,
SIX13) were downloaded from GenBank, as this class is associated with virulence in
F. oxysporum species. The search with BLAST (the blastn algorithm) revealed that all
our assemblies contain the query sequences except for the genome of the low virulent
strain #482. The received data helps understand the virulence mechanisms of the flax
pathogen and elaborate methods to combat it.
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