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Abstract
The genusStagonosporopsis is classified within the Didymellaceae family and has around 40
associated species. Among them, several species are important plant pathogens responsible
for significant losses in economically important crops worldwide. Stagonosporopsis vannaccii
is a newly described species pathogenic to soybean. Here, we present the draft whole-
genome sequence, gene prediction, and annotation of S. vannaccii isolate LFN0148 (also
known as IMI 507030). To our knowledge, this is the first genome sequenced of this species
and represents a new useful source for future research on fungal comparative genomics
studies.

Genome Announcement
Genus Stagonosporopsis is a monophyletic fungus genus within the Didymellaceae

(Pleosporales, Dothideomycetes, Ascomycota) comprising around 40 species, of which 28
are recognized based onmolecular data (Crous et al. 2019; Marin-Felix et al. 2019). With new
species being described recently, i.e., Stagonosporopsis tanaceti (Vaghefi et al. 2012) and
Stagnosporopsis vannaccii (Crous et al. 2019), the Stagnosporopsis genus includes several
plant-pathogenic fungi of economically important cultures worldwide, such as Stagono-
sporopsis curcubitacearum, which is the causal agent of the gummy stem blight, one of the
major diseases that affects plants of the family Curcubitacea (Newark et al. 2020), and two
quarentenary pathogens, Stagnosposropsis andigena and Stagnosporopsis chrysanthemy.

Stagonosporopsis vannaccii is a newly described fungal species and an emerging
pathogen of soybean (Glycine max) (Crous et al. 2019). According to the data collected from
culture collections and GenBank, S. vannaccii is restricted to its host in Brazil. Stagono-
sporopsis vannacii IMI 507030 was isolated from anthracnose-like symptoms on pods of
soybean in Sinop, Mato Grosso, central Brazil in 2017 and pathogenicity to its host was
confirmed by artificial inoculation (Crous et al. 2019). As reported by the authors who de-
scribed the species, it is very likely that the disease caused by S. vannacii in soybean is being
confused with damping-off caused by Colletotrichum spp. in the field (Crous et al. 2019).

The genome of S. vannaccii LFN0148 was sequenced with Illumina MiSeq paired-end
sequencing technology (v2 cartridge; 300 cycles). Paired reads of 150 bp (3.29 Gbp; average
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coverage about 50×) were assembled using SPAdes v 3.13.1 (Bankevich et al. 2012). The
completeness of the assembly was assessed using BUSCO 3.0.2 (Simão et al. 2015),
which estimated the genome sequence to be 97.9% complete. The assembled genome
was manually curated, and low/high coverage scaffolds were removed. The nuclear ge-
nome of S. vannaccii consists of 483 sequence scaffolds, with a total assembly length 30.96
Mbp (N50 = 204,158 and L50 = 48), 53.26% GC content, and a maximum scaffold size of
803,877 bp (Table 1). Surprisingly, the genome obtained is 25% smaller than the one of
S. tanaceti DAR 70020 that was previously sequenced (Wingfield et al. 2015), the higher
fragmentation of the S. tanaceti DAR 70020 (also known as CBS 131484) assembly may
suggest a higher content of repetitive genomic regions compared with S. vannaccii.

The nuclear genome was annotated using the MAKER pipeline v2.31.10 (Holt and
Yandell 2011) based on GeneMark-ES v. 4.48 (Borodovsky and Lomsadze 2011), Augustus
v. 2.5.5 (Stanke and Morgenstern, 2005), as well as evidence-based gene prediction using
the expressed sequence tags and protein sequences of other available Didymellaceae
genomes (Grigoriev et al. 2014; Verma et al. 2016). Overall, 12,024 protein-coding gene
models were predicted. Analysis with SignalP 4.1 (Petersen et al. 2011) revealed that 1,304
predicted proteins (10.84% of the proteome) contain a secretion signal peptide. Protein
clustering analyses (Emms and Kelly 2015) with genomes belonging to the family Didy-
mellaceae, available in the MycoCosm portal (Grigoriev et al. 2014), revealed that 836 are
proteins encoded by S. vannaccii not shared with closely related sequenced species. Among
these, only 36 have a secretion signal and have no similarity with any known proteins. Such
features are characteristic of fungal species-specific effectors, which are proteins that might
be involved in the suppression or evasion of host defense.

In the present study, we provide the draft genome sequence of S. vannaccii, a fungal
species belonging to the family Didymellaceae. To our knowledge, this is the first S. vannaccii
genome sequenced and the first genome of its genus with available gene prediction. The
sequence represents a new useful source for future research on fungal comparative ge-
nomics studies.

Nucleotide sequence accession numbers
This Whole-Genome Shotgun project has been deposited in GenBank under the ac-

cession number VWXS00000000 (BioProject: PRJNA564422; BioSample: SAMN12712260;
Short ReadArchive: SRR11555624). The version described in this paper is VWXS00000000.1.
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