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Table S2 Comparison of A+T content of mitochondrial genomes of Fascioloides magna (Fm), Fasciola hepatica (Fh) and Fasciola gigantica (Fg)
	Gene
	A (%)
	G (%)
	T (%)
	C (%)
	A+T (%)

	
	Fm
	Fh
	Fg
	Fm
	Fh
	Fg
	Fm
	Fh
	Fg
	Fm
	Fh
	Fg
	Fm
	Fh
	Fg

	cox3
	16.7
	16.0
	15.4
	26.5
	23.8
	23.7
	47.0
	48.8
	52.3
	9.8
	11.4
	8.6
	63.7
	64.8
	67.8

	trnH
	20.3
	18.8
	18.8
	34.4
	35.9
	34.4
	34.4
	32.8
	35.9
	10.9
	12.5
	10.9
	54.7
	51.6
	54.7

	cytb
	16.4
	14.7
	14.3
	28.1
	27.9
	28.1
	45.1
	47.4
	48.6
	10.4
	10.1
	9.0
	61.5
	62.1
	62.9

	nad4L
	15.8
	14.3
	13.6
	31.9
	28.2
	29.7
	45.1
	51.7
	51.7
	7.3
	5.9
	5.1
	60.8
	65.9
	65.2

	nad4
	14.9
	14.0
	12.7
	28.5
	27.7
	28.4
	46.8
	48.7
	50.1
	9.8
	9.6
	8.8
	61.7
	62.7
	62.8

	trnQ
	23.8
	19.1
	18.2
	27.0
	33.3
	31.8
	42.9
	39.7
	42.4
	6.4
	7.9
	7.6
	66.7
	58.7
	60.6

	trnF
	30.2
	28.8
	26.2
	25.4
	27.3
	27.7
	31.8
	31.8
	33.9
	12.7
	12.1
	12.3
	61.9
	60.6
	60.0

	trnM
	31.8
	27.5
	28.8
	19.7
	23.2
	19.7
	33.3
	37.7
	37.9
	15.2
	11.6
	13.6
	65.2
	65.2
	66.7

	atp6
	15.2
	12.3
	11.2
	26.8
	25.6
	27.8
	45.9
	51.1
	52.0
	12.1
	11.0
	9.1
	61.1
	63.4
	63.2

	nad2
	13.2
	12.6
	12.5
	26.8
	25.4
	25.1
	50.8
	53.4
	53.8
	9.2
	8.7
	8.7
	64.0
	66.0
	66.2

	trnV
	24.2
	20.6
	23.4
	25.8
	27.0
	21.9
	37.1
	41.3
	42.2
	12.9
	11.1
	12.5
	61.3
	61.9
	65.6

	trnA
	21.0
	17.5
	16.9
	30.7
	33.3
	30.8
	33.9
	34.9
	38.5
	14.5
	14.3
	13.9
	54.8
	52.4
	55.4

	trnD
	24.2
	15.2
	16.9
	22.6
	34.9
	29.2
	43.6
	39.4
	43.1
	9.7
	10.6
	10.8
	67.7
	54.6
	60.0

	nad1
	14.6
	15.0
	13.2
	30.8
	28.1
	29.5
	46.6
	50.1
	50.2
	8.0
	6.9
	7.2
	61.2
	65.0
	63.3

	trnN
	25.8
	21.4
	22.9
	30.3
	31.4
	24.3
	30.3
	34.3
	38.6
	13.6
	12.9
	14.3
	56.1
	55.7
	61.4

	trnP
	17.4
	17.9
	22.1
	30.4
	37.3
	30.9
	42.0
	35.8
	38.2
	10.1
	9.0
	8.8
	59.4
	53.7
	60.3

	trnI
	17.5
	19.4
	17.7
	31.8
	32.3
	32.3
	36.5
	33.9
	35.5
	14.3
	14.5
	14.5
	54.0
	53.2
	53.2

	trnK
	23.1
	23.9
	20.9
	23.1
	25.4
	25.4
	40.0
	38.8
	41.8
	13.9
	11.9
	11.9
	63.1
	62.7
	62.7

	nad3
	13.2
	13.7
	12.9
	29.1
	25.8
	26.1
	51.3
	52.9
	52.9
	6.4
	7.6
	8.1
	64.4
	66.7
	65.8

	trnS1
	15.3
	12.1
	12.5
	30.5
	32.8
	28.6
	40.7
	39.7
	42.9
	13.6
	15.5
	16.1
	55.9
	51.7
	55.4

	trnW
	24.6
	17.5
	20.6
	29.2
	31.8
	28.6
	38.5
	38.1
	39.7
	7.7
	12.7
	11.1
	63.1
	55.6
	60.3

	cox1
	16.5
	15.1
	14.3
	27.1
	26.0
	25.7
	45.1
	47.9
	49.2
	11.3
	11.0
	10.8
	61.6
	63.0
	63.5

	trnT
	25.8
	17.4
	19.1
	25.8
	30.4
	29.4
	41.9
	42.0
	38.2
	6.5
	10.1
	13.2
	67.7
	59.4
	57.4

	rrnL
	22.4
	22.4
	20.6
	26.4
	26.1
	27.8
	40.1
	40.7
	41.4
	11.1
	10.7
	10.2
	62.5
	63.1
	62.0

	trnC
	15.9
	19.1
	16.9
	25.4
	25.4
	29.2
	34.9
	38.1
	35.4
	23.8
	17.5
	18.5
	50.8
	57.1
	52.3

	rrnS
	24.2
	24.0
	22.2
	26.7
	26.1
	26.7
	36.0
	37.3
	38.7
	13.2
	12.5
	12.5
	60.1
	61.4
	60.8

	cox2
	22.9
	21.9
	21.9
	27.7
	26.4
	25.9
	36.8
	40.5
	42.0
	12.6
	11.3
	10.3
	59.7
	62.4
	63.9

	nad6
	14.8
	13.5
	13.0
	24.7
	24.5
	26.3
	48.6
	51.2
	51.0
	11.9
	10.8
	9.7
	63.4
	64.7
	64.0

	trnY
	19.3
	17.5
	17.5
	33.3
	33.3
	35.1
	38.6
	40.4
	36.8
	8.8
	8.8
	10.8
	57.9
	57.9
	54.4

	trnL1
	21.9
	18.2
	16.9
	29.7
	28.8
	27.7
	35.9
	39.4
	41.5
	12.5
	13.6
	13.9
	57.8
	57.6
	58.5

	trnS2
	15.0
	21.0
	17.5
	30.0
	21.0
	22.8
	41.7
	45.2
	47.4
	13.3
	12.9
	12.3
	56.7
	66.1
	64.9

	trnL2
	16.7
	19.7
	20.6
	36.4
	28.8
	30.2
	31.8
	36.4
	33.3
	15.2
	15.2
	15.9
	48.5
	56.1
	54.0

	trnR
	16.7
	19.7
	15.2
	25.8
	24.2
	25.8
	43.9
	43.9
	45.5
	13.6
	12.1
	13.6
	60.6
	63.6
	60.6

	nad5
	13.1
	11.4
	10.8
	30.4
	29.3
	29.3
	49.1
	50.7
	52.6
	7.5
	8.7
	7.3
	62.1
	62.1
	63.4

	trnG
	31.8
	20.6
	17.2
	19.7
	27.0
	25.0
	36.4
	38.1
	42.2
	12.1
	14.3
	15.6
	68.2
	58.7
	59.4

	trnE
	16.2
	18.8
	17.7
	30.9
	24.6
	25.0
	47.1
	42.0
	47.1
	5.9
	14.5
	10.3
	63.2
	60.9
	64.7

	NCR
	25.8
	17.6
	18.4
	33.0
	41.5
	39.0
	29.8
	32.4
	34.1
	11.5
	8.5
	8.4
	55.5
	50.1
	52.6

	Overall
	17.5
	16.1
	15.3
	28.3
	27.9
	28.0
	44.0
	46.1
	47.4
	10.3
	9.9
	9.4
	61.4
	62.2
	62.7




