TABLE S2 Enterocytozoon bieneusi isolates used in multilocus sequence typing in this review.
	Host
	Location
	Code (no. of specimens)
	ITS phylogenetic groups: genotype (no. of isolates)
	Isolates (ITS genotype): GenBank accession no. (MS1, MS3, MS4, MS7) (1)
	Reference

	Human
	Brazil
	BH (1)
	1: WL12 (1)
	BH4343 (WL12): JF951429, HQ615895, HQ615909, HQ615925
	Feng et al., 2011


( ADDIN EN.CITE )


	
	India
	IH (16)
	1: A (3), D (5), PigEBITS7 (6), IH (2)
	Nucleotide sequences of MS1, MS3, MS4, and MS7 are available in the GenBank database under the accession numbers JQ991371 to JQ991386, JQ991409 to JQ991424, JQ991447 to JQ991462, and JQ991485 to JQ991500, respectively.
	Li et al., 2013


( ADDIN EN.CITE )


	
	Nigeria
	NH (17)
	1: A (6), type IV (6), D (2), Nig2 (1); 6: Nig3 (1); Outlier: Nig5 (1)
	Nucleotide sequences of MS1, MS3, MS4, and MS7 are available in the GenBank database under the accession numbers JQ991392 to JQ991408, JQ991430 to JQ991446, JQ991468 to JQ991484, and JQ991506 to JQ991522, respectively.
	Li et al., 2013


( ADDIN EN.CITE )


	
	Peru
	PH (72)
	1: A (30), type IV (16), D (8), Peru7 (5), Peru11 (4), WL11 (4), Peru10 (3), EbpC (1), Peru8 (1)
	Nucleotide sequences of MS1, MS3, MS4, and MS7 are available in the GenBank database under the accession numbers JN637477 to JN637548, JN637549 to JN637620, JN637621 to JN637692, and JN637693 to JN637764, respectively.
	Li et al., 2012


( ADDIN EN.CITE )


	
	Peru
	PH (1)
	1: Peru10 (1)
	PH6653 (Peru10): HQ615889, HQ615893, HQ615907, HQ615920
	Feng et al., 2011


( ADDIN EN.CITE )


	Nonhuman primate
	China
	CM (1)
	1: D (1)
	CMCD12 (D): KF305597, KF305611, KF305615, KF305628
	Karim et al., 2014


( ADDIN EN.CITE )


	
	China
	CM (2)
	1: D (2)
	CMCDZ17 (D): KU871874, KU871910, KU871944, KU871977; CMCDZ19 (D): KU871876, KU871911, KU871945, KU871979
	Li et al., 2016a


( ADDIN EN.CITE )


	
	China
	CM (1)
	1: Horse1 (1)
	CMDXM59 (Horse1): KX905213, KX905233, KX905234, KX905240
	Zhong et al., 2017a()


	
	Kenya
	KM (5)
	1: D (5)
	Nucleotide sequences of MS1, MS3, MS4, and MS7 are available in the GenBank database under the accession numbers JQ991387 to JQ991391, JQ991425 to JQ991429, JQ991463 to JQ991467, and JQ991501 to JQ991505, respectively.
	Li et al., 2013


( ADDIN EN.CITE )


	Swine
	China
	CS (101)
	1: CHN7 (3), CS-4 (27), EbpA (22), EbpB (12), EbpC (32), Henan-I (1), Henan-IV (2), O (1), PigEBITS3 (1)
	Nucleotide sequences of MS1, MS3, MS4, and MS7 are available in the GenBank database under the accession numbers KU212402 to KU212502, KU212503 to KU212603, KU212604 to KU212704, and KU212705 to KU212805, respectively.
	Wan et al., 2016


( ADDIN EN.CITE )


	
	Peru
	PS (1)
	1: EbpC (1)
	PS7141 (EbpC): HQ615888, HQ615900, HQ615905, HQ615919
	Feng et al., 2011


( ADDIN EN.CITE )


	Deer
	China
	CD (4)
	1: EbpC (1); 2: BEB6 (2), CHS9 (1)
	CDCDZ12 (EbpC): KU871869, KU871905, KU871939, KU871973; CDCDZ02 (BEB6): KU871861, KU871898, KU871932, KU871967; CDCDZ11 (BEB6): KU871868, KU871904, KU871938, KU871972; CDCDZ08 (CHS9): KU871866, KU871902, KU871936, KU871971
	Li et al., 2016a


( ADDIN EN.CITE )


	Takin
	China
	CT (9)
	1: D (3); 2: BEB6 (3), I (1), TEB2 (1), TEB3 (1)
	CTQY4 (D): KR048552, KR048572, KR048585, KR048608; CTQY12 (D): KR048542, KR048564, KR048582, KR048600; CTQY24 (D): KR048554, KR048565, KR048591, KR048616; CTQY3 (BEB6): KR048548, KR048571, KR048590, KR048610; CTQY28 (BEB6): KR048546, KR048560, KR048579, KR048597; CTQY62 (BEB6): KR048550, KR048562, KR048595, KR048606; CTQY113 (I): KR048558, KR048575, KR048586, KR048612; CTQY152 (TEB2): KR048545, KR048577, KR048587, KR048604; CTLG153 (TEB3): KR048557, KR048570, KR048588, KR048609
	Zhao et al., 2015


( ADDIN EN.CITE )


	Cat
	China
	CC (1)
	1: D (1)
	CCCDZ01 (D): KU871860, KU871897, KU871931, KU871966
	Li et al., 2016a


( ADDIN EN.CITE )


	Horse
	China
	CH (1)
	6: Horse2 (1)
	CHSC23 (Horse2): KX276674, KX276679, KX276694, KX276704
	Deng et al., 2016b


( ADDIN EN.CITE )


	Bear
	China
	CB (10)
	1: SC01 (1), SC02 (3), D (1); 10: CHB1 (5)
	CBBFX07 (SC01): KU871885, KU871919, KU871954, KU871988; CBCDZ05 (SC02): KU871864, KU871900, KU871934, KU871969; CBCDZ13 (SC02): KU871870, KU871906, KU871940, KU871974; CBCDZ15 (SC02): KU871872, KU871908, KU871942, KU871976; CBBFX18 (D): KU871894, KU871928, KU871963, KU871998; CBCDZ03 (CHB1): KU871862, KU871899, KU871933, KU871968; CBCDZ14 (CHB1): KU871871, KU871907, KU871941, KU871975; CBBFX01 (CHB1): KU871879, KU871913, KU871948, KU871982; CBBFX19 (CHB1): KU871895, KU871929, KU871964, KU871999; CBBFX20 (CHB1): KU871896, KU871930, KU871965, KU872000
	Li et al., 2016a


( ADDIN EN.CITE )


	
	China
	CB (6)
	1: SC02 (4); 10: CHB1 (2)
	CBABB02 (SC02): KY021398, KY021404, KY021406, KY021413; CBABB04 (SC02): KY021399, KY021404, KY021408, KY021413; CBABB05 (SC02): KY021403, KY021405, KY021408, KY021412; CBABB06 (SC02): KY021399, KY021404, KY021408, KY021413; CBABB01 (CHB1): KY021400, KY021403, KY021407, KY021410; CBABB03 (CHB1): KY021397, KY021405, KY021407, KY021411
	Deng et al., 2017


( ADDIN EN.CITE )


	Fox
	China
	CF (13)
	1: D (13)
	Nucleotide sequences of MS1, MS3, MS4, and MS7 are available in the GenBank database under the accession numbers KU306407 to KU306517.
	Li et al., 2016b


( ADDIN EN.CITE )


	Raccoon dog
	China
	CR (3)
	1: D (3)
	CRHH16 (D): KU306439, KU306450, KU306464, KU306497; CRHH37 (D): KU306437, KU306462, KU306469, KU306502; CRHH88 (D): KU306433, KU306451, KU306474, KU306495
	Li et al., 2016b


( ADDIN EN.CITE )


	Squirrel
	China
	CQ (5)
	1: D (5)
	CQSCRS01 (D): KX259505, KX259512, KX259515, KX259519; CQSCRS02 (D): KX259506, KX259512, KX259515, KX259518; CQSCRS03 (D): KX259507, KX259512, KX259515, KX259518; CQSCRS04 (D): KX259508, KX259514, KX259515, KX259518; CQSCRS05 (D): KX259509, KX259514, KX259517, KX259518
	Deng et al., 2016a()


	Kangaroo
	China
	CK (1)
	10: CSK1 (1)
	CKCSK1 (CSK1): KY706117, KY706118, KY706123, KY706125
	Zhong et al., 2017b()



(1)MS1/3/7, microsatellite loci 1/3/7; MS4, minisatellite locus 4.
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