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Table S4.  Base composition of the mitochondrial genome of Branchipolynoe onnuriensis sp. nov.

	Region
	A%
	C%
	G%
	T%
	A+T%
	C+G%
	AT skew
	GC skew

	Whole genome
	28.45
	24.44
	8.99
	38.12
	66.57
	33.43
	-0.145
	-0.462

	nad2
	27.11
	22.63
	15.56
	34.7
	61.8
	38.2
	-0.123
	-0.185

	cox1
	30.29
	22.32
	14.06
	33.33
	63.62
	36.38
	-0.048
	-0.227

	cox2
	28.45
	24.44
	8.99
	38.12
	66.57
	33.43
	-0.145
	-0.462

	atp8
	27.04
	28.93
	8.18
	35.85
	62.89
	37.11
	-0.14
	-0.559

	cox3
	26.54
	22.05
	16.28
	35.13
	61.67
	38.33
	-0.139
	-0.15

	cob
	28.23
	20.84
	12.93
	37.99
	66.23
	33.77
	-0.147
	-0.234

	nad4
	30.49
	21.97
	10.76
	36.77
	67.26
	32.74
	-0.093
	-0.342

	nad1
	27.55
	22.08
	11.9
	38.48
	66.02
	33.98
	-0.166
	-0.3

	nad3
	24.58
	22.6
	12.15
	40.68
	65.25
	34.75
	-0.247
	-0.301

	nad6
	26.42
	22.36
	8.537
	42.68
	69.11
	30.89
	-0.235
	-0.447

	atp6
	25.5
	24.22
	11.68
	38.6
	64.1
	35.9
	-0.204
	-0.349

	nad5
	29.86
	22.03
	10.78
	37.34
	67.2
	32.8
	-0.111
	-0.343

	nad4L
	29.04
	26.73
	8.91
	35.31
	64.36
	35.64
	-0.097
	-0.5

	rns
	36.93
	17.42
	13.87
	31.78
	68.71
	31.29
	0.075
	-0.114

	rnl
	36.41
	17.7
	12.34
	33.54
	69.95
	30.05
	0.0411
	-0.178





















