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Online Resource 1. Additional file1: Table S1. GenBank accession numbers of all internal transcribed spacer (ITS) of nuclear ribosomal DNA sequences used for phylogenetic analysis (Fig. 1), and associated information. 

	GenBank ID
	Genotype

	Origin
	Country
	Group
	Reference

	DQ683746
	CAF1
	Homo sapiens (human)
	Gabon
	 1
	[1]

	AF101200
	D
	Homo sapiens (human)
	Nigeria
	 1
	[2]

	AF135832
	E
	Homo sapiens (human)
	Vietnam
	 1
	[3]

	KT750162
	NCF2
	Vulpes lagopus 
(arctic fox)
	China
	 1
	[4]

	AF267145
	O
	Homo sapiens (human)
	Thailand
	 1
	[5]

	EF014427
	Peru16
	Homo sapiens (human)
	Peru
	 1
	[6]

	AF267147
	Q
	Homo sapiens (human)
	Germany
	 1
	[7]

	AF242478
	Type IV
	Homo sapiens (human)
	France
	 1
	[8]

	KF383397
	Wildboar2
	Sus scrofa (wild boar)
	Poland
	 1
	[9]

	EU153584
	BEB6
	Cervus elaphus 
(red deer)
	China
	 2
	[10]

	AF135836
	I
	Bos Taurus (cattle)
	China
	 2
	[11]

	AF135837
	J
	Homo sapiens (human)
	China
	 2
	[12]

	DQ885584
	PtEb VIII
	Felis catus (cat)
	Portugal
	 3
	[13]

	AY237212
	WL4
	Odocoileus virginianus (white-tailed deer)
	USA
	 3
	[14]

	AY237209
	WL1
	Procyon lotor (raccoon)
	USA
	 4
	[15]

	AY237210
	WL2
	Procyon lotor (raccoon)
	USA
	 4
	[15]

	DQ683757
	CAF4
	Homo sapiens (human)
	Cameroon
	 5
	[1]

	JQ437575
	KIN-3
	Homo sapiens (human)
	Congo
	 5
	[16]

	JQ863274
	WW6
	Waste water
	China
	 6
	[17]

	JQ863275
	WW7
	Waste water
	China
	 6
	[17]

	JN997480
	Nig4
	Homo sapiens (human)
	Nigeria
	 7
	[18]

	JX524494
	Nig7
	Homo sapiens (human)
	Nigeria
	 7
	[18]

	GQ406054
	Horse 2
	Equus ferus caballus (horse)
	Colombia
	 8
	[19]

	JF681179
	KB-5
	Papio anubis 
(olive baboon)
	Kenya
	 8
	[20]

	KJ668732
	CD5
	Canis familiaris (dog)
	China
	 9
	[21]

	KF543866
	CM4
	Capra aegagrus hircus (goat)
	China
	 9
	[22]

	KJ668735
	CD8
	Canis familiaris (dog)
	China
	 10
	[21]

	DQ885585
	PtEb IX
	Canis familiaris (dog)
	USA
	 10
	[23]

	KY706126
	CHK1
	Macropus rufus 
(red kangaroo)
	China
	 Outgroup
	[24]

	MG976812
	MWC_m2
	Macropus giganteus
(eastern grey kangaroo)
	Australia
	 Outgroup
	[25]

	MG976817
	MWC_m3
	Wallabia bicolor
(swamp wallaby)
	Australia
	 Outgroup
	[25]

	MG976813
	MWC_m4
	Macropus giganteus
(eastern grey kangaroo)
	Australia
	 Outgroup
	[25]

	KY706127
	CSK1
	Macropus rufus 
(red kangaroo)
	China
	 Outgroup
	[24]

	OQ597706
	D
	Felis catus (cat)
	China
	 1
	TS

	OQ597710
	D_like1*
	Canis familiaris (dog)
	China
	 1
	TS

	OQ597707
	Type IV
	Canis familiaris (dog)
	China
	 1
	TS

	OQ597711
	CHN-HD2
	Canis familiaris (dog)
	China
	 10
	TS

	OQ597708
	CD7 
	Canis familiaris (dog)
	China
	 10
	TS

	OQ597709
	PtEb IX
	Canis familiaris (dog)
	China
	 10
	TS

	OQ597705
	PtEb IX_like1*
	Canis familiaris (dog)
	China
	 10
	TS


* = a novel genotype identified in the present study. TS = This study.
Included here are ITS sequences of (i) E. bieneusi genotypes representing currently recognised Groups (1 to 10) from the published literature and genotypes without group assignment; (ii) seven genotypes of Enterocytozoon identified/defined in the present study.
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