SUPPLEMENTARY TABLE 3. Haplotypes revealed among ACT sequences (both variants detected in mixed reads counted as independent haplotypes); the most divergent haplotype ACT-15 characteristic for outgroup Plagiostoma aesculi (GenBank no. DQ313616) is not presented.

	Haplotypes /
no. of site
	Rel.
freq.
	GenBank
accession nos.
	
	Alignment positions

	
	
	
	
	19
	21
	27
	34
	58
	70
	86
	93
	108
	109
	126
	138
	144
	146
	147
	149
	151
	152
	158
	164
	165
	168
	183
	189
	214
	219
	221
	224-230
	232
	234
	236
	237
	245
	248

	Haplotype ACT-1a
	128
	KX811107
	A. errabunda
	G
	C
	T
	C
	T
	T
	T
	G
	C
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-2b
	149
	KX811108
	
	G
	C
	T
	C
	A
	T
	T
	G
	C
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-4
	1
	KX811109
	
	G
	C
	T
	C
	T
	T
	T
	G
	C
	C
	A
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-5
	1
	KX811110
	
	C
	C
	T
	C
	T
	T
	T
	G
	C
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-6
	3
	KX811111
	
	G
	C
	T
	C
	T
	T
	T
	G
	C
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	T
	A
	–------
	A
	C
	A
	A
	A
	C

	Haplotype ACT-7
	1
	KX811112
	
	G
	C
	T
	T
	T
	T
	T
	G
	C
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-8
	2
	KX811113
	
	G
	C
	T
	C
	A
	T
	T
	G
	T
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-9
	3
	KX811114
	
	G
	C
	T
	C
	A
	T
	T
	G
	C
	G
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-10c
	1
	DQ313619
	
	G
	C
	T
	C
	T
	T
	T
	G
	C
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	G
	A
	C
	T
	T
	A
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-11d
	35
	KX811115
	A. veneta
	G
	C
	T
	C
	T
	T
	T
	G
	C
	C
	G
	G
	–
	T
	G
	A
	G
	T
	G
	A
	A
	C
	T
	T
	T
	C
	A
	ATCAC-C
	A
	C
	A
	A
	A
	C

	Haplotype ACT-3f
	30
	KX811116
	A. hystrix
	G
	C
	C
	C
	T
	C
	G
	A
	C
	C
	A
	A
	C
	T
	G
	G
	A
	–
	A
	G
	G
	T
	C
	T
	T
	C
	G
	ATCAC-C
	G
	T
	G
	C
	G
	A

	Haplotype ACT-12
	5
	KX811117
	
	G
	C
	C
	C
	T
	C
	G
	A
	C
	C
	A
	A
	C
	T
	G
	G
	A
	T
	A
	G
	G
	T
	C
	T
	T
	C
	G
	ATCAC-C
	G
	T
	G
	C
	G
	A

	Haplotype ACT-14e
	1
	DQ313617
	
	G
	T
	C
	C
	T
	T
	T
	A
	C
	C
	A
	A
	C
	A
	–
	A
	A
	T
	A
	G
	G
	T
	C
	C
	T
	C
	G
	ATCAC-C
	T
	
	G
	C
	G
	A



[bookmark: _GoBack]References a – e list accession numbers of sequences obtained by Sogonov et al. (2007) included in haplotype statistics (relative frequency): a – includes DQ313618, DQ313629 – DQ313632, DQ313640, DQ313641, DQ318034, DQ994617; b – includes DQ313622 – DQ313625, DQ313642; c – haplotype not found in our study (DQ313619 – Sogonov et al. 2007); d – includes DQ313620, DQ313621, DQ313626 – DQ313628, DQ313633 – DQ313639, DQ313643, DQ318035; e – haplotype not found in our study (DQ313617 – Sogonov et al. 2007); f – haplotype ACT-3 was present in A. hystrix isolates and A. errabunda ones both as pure sequence and mixed with haplotype ACT-1 or ACT-2.
