Additional file 8: GO enrichment analysis of wheat genes differentially expressed in response to inoculation with Pt- compared to Mock-inoculation

	Comparison
	
	
	Molecular function

	Upregulated
	No. of DEG
	No. of DEG returned with GO annotations
	

	All
	79
	49
	5 DEG with Co-enzyme binding 
12 DEG with oxidoreductase activity

	6 vs 12
	39
	30
	No GO term enrichment

	6 vs 24
	51
	30
	[bookmark: _Hlk73256835]7 DEG involved in carbohydrate metabolic process, of which 5 DEG had hydrolase activity

	12 vs 24
	301
	226
	5 DEG Sucrose alpha-glucosidase

	6
	263
	181
	[bookmark: _Hlk73257070]6 DEG serine-type carboxypeptidase activity
5 DEG serine-type endopeptidase inhibitor activity

	12
	445
	334
	6 DEG with transferase activity linked to plasma membranes

	24
	951
	595
	32 hexosyl transferases
20 acyl transferases and 6 oxidoreductases

	
	
	
	

	Downregulated
	
	
	

	All
	386
	160
	47 DEG involved in protein synthesis 
7 DEG involved in photosynthesis electron pathway
9 DEG ion transport
6 DEG P-P-bond transmembrane transporter activity 

	6 vs 12
	70
	48
	10 DEG involved in structural constituents of ribosomes
7 DEG involved in Zn transmembrane transport

	6 vs 24
	143
	109
	[bookmark: _Hlk73257009]11 DEG involved in aminoacyl tRNA ligase activity 
7 DEG with serine-type endopeptidase activity

	12 vs 24
	428
	282
	19 DEG Ca ion binding 
13 polysaccharide binding 
7 DEG rRNA binding
67 ATP binding
58 DEG protein kinase activity 
7 DEG phosphoric diester hydrolase activity.

	6
	481
	354
	25 DEG involved in RNA binding 
13 in GTP binding 
5 DEG required for Zn transmembrane transport 9 DEG in transferase activity 
13 in ligase activity, in particular carbon-nitrogen ligase activity.

	12
	717
	474
	126 DEG were structural constituents of ribosomes 
31 RNA binding
6 chitinases
6 kinases
6 with phosphotransferase activity

	24
	445
	254
	21 DEG associated with ribosome structural component
22 RNA binding
14 DEGs with methyl transferase
6 DEG with ligase activity.



Summary of Results
Examination of the wheat genes differentially expressed in flag leaves inoculated with Pt isolate MDT-MR vs Mock-inoculated identified an enrichment for upregulated genes with oxidoreductase activity (12 DEG) and co-binding properties (5 DEG) at all three timepoints (Additional file 7). Among the 386 DEG that were downregulated in common across all timepoints (Additional file 8) functional enrichment (160 DEGs) indicated that both protein synthesis (47/160 DEGs) and photosynthesis (electron pathway; 7/160 DEGs) were compromised, along with aspects of ion and P-P-bond transmembrane transporter activity (9/160 DRGs and 6/160 DEGs, respectively).
Looking at DEG unique to each timepoint, at 6 hai genes involved RNA and protein synthesis (25 DEG involved in RNA binding and 13 in GTP binding), transferase (9DEGs) and ligase activity (13 DEGs), in particular carbon-nitrogen ligase activity, and Zn ion transmembrane transport were all enriched in the genes downregulated. Similarly at 6 &12 hai 10 DEG were downregulated that were structural constituents of ribosomes and 7 that were required for Zn ion transmembrane transport.
Genes upregulated at 6 hai were enriched in functions related to peptide cleavage (6 DEGs serine-type carboxypeptidase activity & 5 DEGs serine-type endopeptidase inhibitor activity).
Genes specific to 12 hai included 6 upregulated genes with transferase activity linked to plasma membranes, while 126 DEGs forming structural constituents of ribosomes along with 31 RNA binding; 6 chitinases; 6 kinases and 6 with phosphotransferase activity were downregulated specifically at 12 hai. Similar at 24 hai 21 and 22 DEGs associated with ribosome structural component and RNA binding, respectively were down-regulated, along with 14 genes with methyl transferase and 6 with ligase activity. DEG up-regulated specifically at 24 hai also included a number of transferases, including 32 hexosyl transferases and 20 acyl transferases, as well as 6 oxidoreductases.
Common between 6 & 24 hai were 7 DEGs involved in carbohydrate metabolic process, of which 5 genes had hydrolase activity, up-regulated, while 11 DEG involved in aminoacyl tRNA ligase activity; 7 DEG with serine-type endopeptidase activity were downregulated. This would tie-in with the 5 DEG with serine-type endopeptidase inhibitor activity upregulated at 6 hai, indicating a general degradation of peptides.
The DEG in common between 12 and 24 hai indicated a downregulation in protein phosphorylation and translation, and an up-regulation in carbohydrate metabolism.
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