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House keeping!




Sl

v Your name

v Your organisation

v Group of fungi you work with.

v One thing you want to get out
of the workshop?

v One fun fungal fact of your




High-throughput sequencing
IS the new normal for Fungi
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Zoopagomycota 214
Fungal genomes by phylum | Mucoromycota 418

| | Chytridiomycota 115
on GenBank | Microsporidiomycota 106

Total = 19,517



Fungal genome size

Fungal genome size varies TR T

among species, genera... e
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Genome size dictates amount ..
of required data and complexity
of downstream analyses e

Genera may be a 'ballpark' e
of genome size
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Genome-level analyses resolve an ancient
lineage of symbiotic ascomycetes
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Virulence of banana wilt-causing fungal pathogen
Fusarium oxysporum tropical race 4 is mediated by
nitric oxide biosynthesis and accessory genes
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Fungal genomics is more and more accessible

10 years ago

- Hardware and software were bottlenecks
- Needed competency in linux and at least one other language
- High-throughput sequencing data were expensive and limiting

Now

- Automated pipelines on Galaxy

- Server size increases

- With publicly available data, and creativity, there is unlimited capacity for
large datasets



One workshop for all of us!

v’ Theory > Toy Practice > Real examples v’ Let us know what you
need more/less of

v Community building v Ask question

v' Have some fun hanging
v’ Share your knowledge out with fun(gi) people



One workshop for all of us!

https://tinyurl.com/BPAFunFungi
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