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Table S1 - Counted patterns L1 – L4 for each superfamily

	Superfamily
	Proteins
	L1
	M2
	L3
	M4

	A (Basidiomycete Laccases) 
	201
	146
	149
	166
	95

	B (Ascomycete Laccases) 
	421
	37
	20
	198
	329

	C (Insect Laccases) 
	168
	94
	12
	26
	140

	D (Fungal Pigment MCOs) 
	55
	-
	11
	5
	46

	E (Fungal Ferroxidases) 
	117
	1
	62
	83
	98

	F (Fungal and plant AOs) 
	137
	21
	2
	47
	63

	G (Plant Laccases) 
	333
	232
	-
	27
	257

	H (Bacterial CopA Proteins) 
	383
	-
	96
	29
	173

	I (Bacterial Bilirubin Oxidases)
	149
	-
	-
	-
	35

	J (Bacterial CueO Proteins)
	310
	-
	-
	-
	233


Table S2 - Active site regions missed by the patterns referred as false negatives

	Superfamily
	Proteins
	L1
	M2
	L3
	M4

	A (Basidiomycete Laccases) 
	201
	46
	44
	29
	93

	B (Ascomycete Laccases) 
	421
	371
	385
	205
	65

	C (Insect Laccases) 
	168
	50
	127
	127
	5

	D (Fungal Pigment MCOs) 
	55
	50
	43
	45
	6

	E (Fungal Ferroxidases) 
	117
	97
	46
	27
	4

	F (Fungal and plant AOs) 
	137
	121
	77
	90
	10

	G (Plant Laccases) 
	333
	49
	292
	256
	6

	H (Bacterial CopA Proteins) 
	383
	190
	193
	158
	13

	I (Bacterial Bilirubin Oxidases)
	149
	105
	137
	136
	97

	J (Bacterial CueO Proteins)
	310
	231
	233
	235
	10


