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Introduction

Enormous biodiversity of marine fungal isolates is mirrored by the
molecular diversity of their secondary metabolites [1]. Over 100
terrestrial fungal genomes using Sanger method have been
sequenced, and recently the Sordaria macrospora genomic
sequences became available using next-generation sequencing
[2]. In the EU funded Marine fungi project, we aim to sequence
genomes of selected marine isolates of fungi, which possess genes
encoding for secondary metabolites with potential roles in cancer
treatment. Scopulariopsis brevicaulis is known to produce the cyclic
peptides Scopularide A and B [3] and we used marine isolate of this
fungi to sequence genome. We have established the genomic
sequence of this fungi using three different next-generation
sequencing methods (Roche 454, lllumina and ion-torrent) and
predicted genes are presently in process of validation using lllumina
based RNA-seq,.

Commercial sequencing of fungal genomes
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Results
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annotation using homology searches.
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- Disusson Conclusion

1.By using NGS methods, we sequenced genome of S. brevicaulis from the marine environment. We have sequenced the genome of S. brevicaulis from the marine environment with an estimated genome
size of ~32 Mb (16298 genes) using three different DNA sequencing methods. This laid platform for various

2. The estimated genome size is ~32 Mb using three different next-generation sequencing technologies genetic studies using S. brevicaulis.

with 16298 genes and 1.33% of genome size is repeats.

3. This fungus is a member of sardariomycetes, close to clade of Fusarium/Nectria.
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