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Abstract

The proteinaceous extracts of culture filtratesnfeyrenophora teresf. teres (Ptt) have been
previously shown to induce symptoms on susceplibtiey cultivars suggesting these fungal
proteins are likely to contribute to net form nkitbh (NFNB) disease. This research
primarily aimed to study thia planta gene expression of 222 proteins, previously idiewatif

in culture filtrates of virulenPtt isolates, using gPCR. Genes classified by InteaBro
virulence factors, proteolytic, contributing to dation-reduction processes, or carbohydrate
metabolic processes (CMP) including the cell walhichding enzymes (CWDESs) had very
high to extremely high expression levels. The ngostmon temporal co-expression pattern,
for 41 of the genes, was an upregulation from 24 $ipost inoculation (hpi) peaking at 96
hpi when necrotic symptoms became visible. The nedt common pattern, for 27 of the
genes, was also an upregulation from 24 hpi butipgaat 48 hpi. Genes categorised as

encoding for CMP/CWDEs and involved in other metabjrocesses were enriched in these
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