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Table 2. Cont.
Name Description (Blastp Result) e-Value Simi:\gﬁgln(% ) CEgIndge logoFC * p-Value
gl2476 2,4-dienoyl-CoA reductase precursor 8.00E-175 76.95 4.14 2.05 0.0038
911916 Hypothetical protein CSHISOI_01161 2.78E-33 44.31 4.16 2.06 0.0282
911954 Hypothetical protein AK830_g7182 6.58E-111 71.82 5.51 2.46 0.0097
g5478 Protein alcS 6.31E-101 77.15 5.81 2.54 0.0060
910880 Putative dienelactone hydrolase protein 1.73E-150 80.87 6.49 2.70 0.0025
g5555 Hypothetical protein AK830_g4498 8.40E-104 80.07 6.72 2.75 588 10 1°
911706 MFS general substrate transporter 4.10E-128 70.32 6.80 2.77 0.0183
98925 No successful annotation - - 11.32 3.50 0.0074

* The table is arranged from most to least differentially overexpressed gene (highest fold change and log >FC to least).
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Figure 1. Heatmaps of signi cantly, differentially overexpressed and underexpressed genes in Cpsand Chefollowing
tetraconazole treatment according to log,FC values. (A) Every gene signi cantly overexpressed or underexpressed in
Cpsis displayed along with the best corresponding multi-blast gene hitin  Che (B) All signi cantly expressed genes in
Cheare shown with their corresponding blastp hitin the Cpsgenome. In (A,B), we excluded genes from Cpsor Chethat
did not possess any blastp hits within the other species' genome. The genes are arranged according to increasing p-value
(starting with the underexpressed genes). The name hypothetical proteinvas abbreviated to Hyp. protein Heatmaps were
generated from log ,FC values using GraphPad Prism version 9.1.2 for Windows (GraphPad Software; San Diego, CA, USA,

www.graphpad.com).



