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Introduction and background

> Net form net blotch disease of barley caused by 28°s | > Recentisolates found were NB29 19PTT212 PCPTTO0! PCPTTONG  SVS
fungal necrotroph Pyrenophora teres f. teres found to be aggressively Peether e — S e
virulent on a barley cultivar " se——— — e — —
> Historical Beecher-virulent isolates were o infection assay, especially o ———. N T
endemic’, however 2016 epidemics saw the ° 5023 icolate PCPTT006 S L —
emergence of the 2019-characterised 32°5 MaX';nus e R L o o IR
Oxford-virulent pathotype, and more recently J » Phenotyping confirmation Fathjss e [ —
RGT Planet-virulent pathotype in the southern 34°5 @ e of virulence raised the " e
growing regions of Western Australia \M following question: Spsyrj;:z — e ‘ W%
N T e
> Eight fungal isolates were sequenced from 7S + What is the genetic basi LapeBrous EEe L . _
thls gI'OWIﬂg regIOﬂ 112°E 114°E 116°E 118°E 120°E 122°E . . east — m w S |
» From 2019 19PTT16 and 19PTT212 :ng?z 2 Egmggg of increased virulence? Rosalind “ e —— Q\%
» From 2023: PCPTT001 - PCPTT006 solate © PCPTTO01 © PCPTTODG Prope (L T IR e RS
@ PCPTT002 © W1-1 Minotaur S e == 3 WSS s
O© PCPTTOO3

Three emergent potentiators of virulence
1 - hAT-Tnp dimer proliferation

Evidence for a shift in genome organisation
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