Table S8.  Comparison of oxidoreductase gene numbers in Cladosporium fulvum (Cf), Dothistroma septosporum (Ds), Mycosphaerella graminicola (Mg) and Stagonospora nodorum (Sn).
	Module codea 
	Putative function 
	Cf
	Ds
	Mg
	Sn
	Eastwood 2011 categoriesb
	Sn from Eastwood 2011


	8

	AA1_2
	Ferroxidase
	1/1
	1/2
	1/1
	1/1
	NDe
	ND



	0/1
	0/4
	Class II peroxidase
	5

	AA3_1
	Cellobiose dehydrogenase
	2/2
	2/2
	1/1f
	3/4 f
	Cellobiose dehydrogenase
	3

	AA3_2
	Aryl-alcohol oxidase
	0/5
	0/5
	0/4
	0/2
	Aryl-alcohol oxidase
	2

	AA3_2
	Glucose oxidase
	0/1
	1/1
	0/0
	1/2
	Glucose oxidase
	2

	AA3_3
	Alcohol oxidase
	3/4
	2/2
	2/2
	3/3
	Alcohol oxidase
	3

	AA4
	Vanillyl-alcohol oxidase
	0/0
	1/1
	0/0
	0/1
	ND
	ND

	AA5_1
	Glyoxal oxidase, copper radical oxidase
	2/2
	2/2
	0/0
	2/2
	Glyoxal oxidase
	1

	AA5_2
	Galactose oxidase
	1/2
	1/1
	1/1
	3/3
	ND
	ND


	1

	AA7
	Glucooligosaccharide oxidase
	0/0
	0/0
	0/0
	1/3
	ND
	ND

	AA8
	Iron reductase domain
	3/3
	3/3
	2/4
	9/9
	ND
	ND


a Sequence-based family definitions for oxidoreductase enzyme modules as determined by Henrissat and Levasseur (unpublished). Families AA1, AA3 and AA5 are subdivided into sequence-based subfamilies denoted AA1_1, AA1_2, AA3_1, AA3_2, AA3_3, AA3_4, AA5_1 and AA5_2.
b To enable comparison with oxidoreductase analyses of Eastwood et al (2011), equivalent categories are indicated, along with numbers of those genes recorded for Stagonospora nodorum (Sn) (Hane et al. 2007). 

c One putative laccase gene from each species also has a carbohydrate-binding domain (CBM20).

d n/m : the first number represents the close relative(s), i.e. those whose function can be reliably inferred while the second number is the total number (close plus distant relatives) 

e ND: not determined.
f One also has an iron reductase domain and carbohydrate-binding domain (CBM1).
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