Table S2. Fbx15 motifs determined by comparison of A. fumigatus Fbx15 homologs. Primary amino acid sequences were compared with multiple EM for motif elicitation (MEME). Most conserved amino-acids are marked bold.
	Fbx15 motif
	Organism
	Accession#
	p-value
	amino acid sequence (conserved residues marked bold)

	
	
	
	
	

	Fbx15 motif 1
	A. fumigatus
	XP_754210
	8.31e-59
	ALSHYGYPQWAVHCVNLATGQHITEKPVELHNFVGNEIGQTVCFEVHQDH

	
	A. oryzae
	XP_001727634
	2.53e-57
	GAGYHGYKQWIVNCFELATGKQTNEKPVQLHDFAGNEIGQTVCFDVHQDH

	
	A. flavus
	XP_002375930
	2.53e-57
	GAGYHGYKQWIVNCFELATGKQTNEKPVQLHDFAGNEIGQTVCFDVHQDH

	
	A. terreus
	XP_001210996
	1.45e-56
	ALGYHGYPQWAVNCVDLTTGQHLTDKPVELENFAGYEIGQTVCFEVHEDH

	
	A. clavatus
	XP_001271331
	1.38e-54
	ALSHHGYPQWAIHCVDLATGRHVTDKPVELEKLVGNEIGQTVCFEVYQDH

	
	A. niger
	XP_0013937575
	3.07e-52
	AMGDRGYSQWAIHCVDLKTSQHMTEKPTVLENFAGSEIGQTVCFEVHQDH

	
	
	
	
	

	Fbx15 motif
 2
	A. nidulans
	XP_660109
	1.19e-61
	WRRQHREGPINDTWSDLSLREDEATGQLMILECRREWRDGGSENCRTYYV

	
	A. fumigatus
	XP_754210
	6.08e-60
	WRRQHREGPINDTWSDLSLREDEATNQLLILECRREWRNGGSDNCRTYYM

	
	A. terreus
	XP_001210996
	2.89e-59
	WRRQHREGPINDTWSDLSLRHDEATKRLMILECRREWLDGGSDNCRTYYT

	
	A. oryzae
	XP_001727634
	3.31e-59
	WRRQHREGPINDSWSDISLRHDEATKQLIILECRREWHKGGSENFRTYYV

	
	A. flavus
	XP_002375930
	3.31e-59
	WRRQHREGPINDSWSDISLRHDEATKQLIILECRREWHKGGSENFRTYYV

	
	A. clavatus
	XP_001271331
	3.79e-59
	WRRQHREGPINESWSDLSLRVDEATNQLMILECRREWRNGGSDNCRTYYM

	
	A. niger
	XP_0013937575
	7.98e-57
	WRRQHREGPINDTWSDLTLRQDEATKRLMILECRREWRDGRSENARTYYM

	
	P. chrysogenum
	XP_002559957
	8.94e-48
	WRREHQEGPINEMWTDLSIRKDETTGRPVILECRREWRDGKSENHRTYYT

	
	N. crassa
	XP_958675
	2.33e-32
	LRRNHLDGPMDHRWTFMKMFKDEATGEIKVVESRREWIKGSSSTTRTYYT
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