S1 Table. Pairwise differences between different Babesia bovis near full-length 18S rRNA sequences from cattle from Mpumalanga Province, South Africa and reference sequences from cattle from other parts of the world.

	
	Sequence name and accession numbera
	1
	2
	3
	4
	5
	6
	7
	8
	9
	10
	11
	12
	13
	14
	15
	16
	17
	18
	19
	20
	21

	1
	B. bovis cattle Australia JQ437262
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	2
	B. bovis China JQ723013
	39b
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	3
	B. bovis USA M87566
	44
	50
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	4
	B. bovis vaccine L19077
	32
	21
	45
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	5
	B. bovis cattle India KF928959
	30
	20
	45
	10
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	6
	B. bovis Mexico L31922
	28
	24
	42
	12
	10
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	7
	B. bovis cattle Brazil EF458213
	32
	22
	34
	24
	24
	18
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	8
	B. bovis cattle Portugal AY150059
	60
	56
	54
	54
	53
	49
	42
	
	
	
	
	
	
	
	
	
	
	
	
	
	

	9
	C14.21 MH257724
	30
	19
	44
	2
	8
	10
	22
	52
	
	
	
	
	
	
	
	
	
	
	
	
	

	10
	C14.11 MH257725
	30
	19
	45
	4
	6
	12
	22
	53
	2
	
	
	
	
	
	
	
	
	
	
	
	

	11
	C12.4 MH257726
	25
	24
	41
	10
	14
	10
	20
	49
	8
	8
	
	
	
	
	
	
	
	
	
	
	

	12
	C12.1 MH257727
	37
	17
	42
	16
	20
	24
	8
	53
	14
	14
	20
	
	
	
	
	
	
	
	
	
	

	13
	C12.10 MH257728
	37
	20
	44
	19
	24
	27
	11
	56
	17
	18
	25
	5
	
	
	
	
	
	
	
	
	

	14
	C12.14 MH257729
	36
	18
	43
	19
	23
	23
	12
	55
	17
	19
	22
	8
	11
	
	
	
	
	
	
	
	

	15
	C14.16 MH257730
	25
	31
	49
	16
	19
	20
	31
	59
	14
	15
	20
	28
	23
	27
	
	
	
	
	
	
	

	16
	C14.5 MH257731
	21
	32
	45
	20
	17
	12
	26
	53
	18
	19
	18
	32
	29
	31
	8
	
	
	
	
	
	

	17
	C33.8 MH257732
	32
	18
	46
	13
	18
	19
	23
	52
	11
	12
	15
	20
	22
	20
	19
	23
	
	
	
	
	

	18
	C12.6 MH257733
	19
	32
	46
	20
	23
	20
	28
	56
	18
	17
	10
	30
	27
	32
	11
	11
	21
	
	
	
	

	19
	C33.49 MH257734
	31
	28
	48
	31
	34
	35
	21
	61
	29
	30
	34
	20
	15
	12
	15
	23
	28
	25
	
	
	

	20
	C12.8 MH257735
	30
	23
	47
	33
	30
	35
	19
	57
	31
	30
	36
	20
	17
	18
	21
	23
	31
	27
	6
	
	

	21
	C33.67 MH257736
	15
	33
	40
	26
	22
	16
	29
	45
	24
	24
	17
	36
	32
	34
	11
	6
	26
	8
	23
	22
	

	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	
	


a The sequences obtained in this study are indicated in bold.
b Number of nucleotide differences between the two sequences. Analysis was conducted in Molecular Evolutionary Genetics Analysis version 7.0 (MEGA7). All ambiguous positions were removed for each sequence pair. There were a total of 1,592 positions in the final dataset. 
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