Supplementary Table 7

	Supplementary Table 7. GO categories enriched in genes associated with H3K4me2 during axenic culture of Leptosphaeria maculans 'lepidii'

	

	GO-ID
	FDR
	nb. of genes with the given GO term among the genes associated with H3K4me2
	nb. of genes with a GO annotation among the genes associated with H3K4me2
	proportion in the H3K4me2-genes
	nb. of genes with the given GO in the genome
	nb. of genes with a GO annotation in the genome
	proportion in the genome
	description
	

	9987
	3.69E-06
	1564
	2581
	6.06E-01
	2044
	3725
	5.49E-01
	cellular_process
	

	44267
	4.48E-04
	477
	2581
	1.85E-01
	557
	3725
	1.50E-01
	cellular_protein_metabolic_process
	

	6807
	1.25E-03
	1107
	2581
	4.29E-01
	1433
	3725
	3.85E-01
	nitrogen_compound_metabolic_process
	

	1901564
	1.83E-03
	829
	2581
	3.21E-01
	1048
	3725
	2.81E-01
	organonitrogen_compound_metabolic_process
	

	1901566
	1.87E-03
	414
	2581
	1.60E-01
	486
	3725
	1.30E-01
	organonitrogen_compound_biosynthetic_process
	

	44237
	1.87E-03
	1291
	2581
	5.00E-01
	1704
	3725
	4.57E-01
	cellular_metabolic_process
	

	19538
	2.97E-03
	580
	2581
	2.25E-01
	713
	3725
	1.91E-01
	protein_metabolic_process
	

	1901576
	3.65E-03
	585
	2581
	2.27E-01
	722
	3725
	1.94E-01
	organic_substance_biosynthetic_process
	

	44260
	3.68E-03
	647
	2581
	2.51E-01
	808
	3725
	2.17E-01
	cellular_macromolecule_metabolic_process
	

	43170
	3.68E-03
	863
	2581
	3.34E-01
	1108
	3725
	2.97E-01
	macromolecule_metabolic_process
	

	6518
	3.68E-03
	212
	2581
	8.21E-02
	231
	3725
	6.20E-02
	peptide_metabolic_process
	

	65007
	3.68E-03
	446
	2581
	1.73E-01
	537
	3725
	1.44E-01
	biological_regulation
	

	6412
	3.68E-03
	206
	2581
	7.98E-02
	224
	3725
	6.01E-02
	translation
	

	10467
	3.68E-03
	371
	2581
	1.44E-01
	438
	3725
	1.18E-01
	gene_expression
	

	43043
	4.03E-03
	207
	2581
	8.02E-02
	226
	3725
	6.07E-02
	peptide_biosynthetic_process
	

	34641
	4.51E-03
	655
	2581
	2.54E-01
	824
	3725
	2.21E-01
	cellular_nitrogen_compound_metabolic_process
	

	9058
	4.89E-03
	612
	2581
	2.37E-01
	766
	3725
	2.06E-01
	biosynthetic_process
	

	43604
	7.37E-03
	217
	2581
	8.41E-02
	242
	3725
	6.50E-02
	amide_biosynthetic_process
	

	43603
	9.69E-03
	226
	2581
	8.76E-02
	255
	3725
	6.85E-02
	cellular_amide_metabolic_process
	

	
	
	
	
	
	
	
	
	
	

	[bookmark: _GoBack]GO annotation of the Lml genes was retrieved from Grandaubert et al. (2014). Analysis of GO enrichment among the genes associated with H3K4me2 during axenic culture of Lml was performed using Cytoscape (Shannon et al. 2003).
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