[bookmark: _GoBack]Supplementary table 1. Nucleotide composition of mitogenomes of L. sichuanensis / L. perpunctata.

	Regions
	Strand
	Size (bp)
	T(U)
	C
	A
	G
	AT (%)
	GC (%)
	GT (%)
	AT skew
	GC skew

	PCGs
	all
	10941/10983
	45/45.2
	10/10
	35.4/35.3
	9.6/9.4
	80.4/80.5
	19.6/19.4
	54.6/54.6
	-0.119/-0.123
	-0.021/-0.03

	PCGs
	J
	6717/6732
	37.1/36.8
	12.7/12.8
	41.6/41.9
	8.6/8.5
	78.7/78.7
	21.3/21.3
	45.7/45.3
	0.056/0.064
	-0.192/-0.199

	PCGs
	N
	4224/4251
	57.4/58.5
	5.8/5.7
	25.6/24.9
	11.2/10.9
	83/83.4
	17/16.6
	68.6/69.4
	-0.382/-0.402
	0.319/0.312

	1st codon position
	all
	3647/3661
	38.7/39.1
	9.1/9
	38.2/38
	14/13.9
	76.9/77.1
	23.1/22.9
	52.7/53
	-0.006/-0.014
	0.215/0.211

	1st codon position
	J
	2239/2244
	30.4/30.1
	11.3/11.3
	44.9/45.1
	13.4/13.4
	75.3/75.2
	24.7/24.7
	43.8/43.5
	0.192/0.2
	0.089/0.085

	1st codon position
	N
	1408/1417
	51.8/53.3
	5.6/5.4
	27.6/26.7
	15/14.6
	79.4/80
	20.6/20
	66.8/67.9
	-0.306/-0.333
	0.455/0.458

	2nd codon position
	all
	3647/3661
	48.6/49
	17.5/17.3
	21.4/21.2
	12.5/12.4
	70/70.2
	30/29.7
	61.1/61.4
	-0.389/-0.396
	-0.165/-0.165

	2nd codon position
	J
	2239/2244
	44.3/44.5
	21.7/21.6
	23/23
	10.9/11
	67.3/67.5
	32.6/32.6
	55.2/55.5
	-0.316/-0.32
	-0.33/-0.326

	2nd codon position
	N
	1408/1417
	55.4/56.2
	10.8/10.7
	18.8/18.4
	15.1/14.7
	74.2/74.6
	25.9/25.4
	70.5/70.9
	-0.494/-0.506
	0.165/0.161

	3rd codon position
	all
	3647/3661
	47.6/47.5
	3.5/3.7
	46.7/46.8
	2.2/2
	94.3/94.3
	5.7/5.7
	49.8/49.5
	-0.01/-0.008
	-0.221/-0.295

	3rd codon position
	J
	2239/2244
	36.7/35.9
	5.1/5.4
	56.8/57.5
	1.4/1.2
	93.5/93.4
	6.5/6.6
	38.1/37.1
	0.215/0.232
	-0.572/-0.635

	3rd codon position
	N
	1408/1417
	64.9/65.9
	0.9/1.1
	30.6/29.7
	3.6/3.3
	95.5/95.6
	4.5/4.4
	68.5/69.2
	-0.359/-0.379
	0.587/0.516

	atp6
	J
	652/652
	36.3/36.5
	13.8/13.7
	43.6/43.4
	6.3/6.4
	79.9/79.9
	20.1/20.1
	42.6/42.9
	0.09/0.086
	-0.374/-0.359

	atp8
	J
	153/153
	34/34
	9.8/9.8
	54.2/54.2
	2/2
	88.2/88.2
	11.8/11.8
	36/36
	0.23/0.23
	-0.667/-0.667

	cox1
	J
	1534/1534
	36.5/36.4
	13.6/13.5
	37.2/37.4
	12.7/12.7
	73.7/73.8
	26.3/26.2
	49.2/49.1
	0.009/0.012
	-0.035/-0.03

	cox2
	J
	673/673
	33.9/33.1
	13.1/13.7
	43.8/44.6
	9.2/8.6
	77.7/77.7
	22.3/22.3
	43.1/41.7
	0.128/0.147
	-0.173/-0.227

	cox3
	J
	781/781
	37.3/37.4
	12.2/11.5
	41.4/42.1
	9.2/9
	78.7/79.5
	21.4/20.5
	46.5/46.4
	0.052/0.06
	-0.138/-0.125

	cytb
	J
	1122/1122
	39.7/39.8
	14.3/14.4
	36.6/36.5
	9.4/9.3
	76.3/76.3
	23.7/23.7
	49.1/49.1
	-0.04/-0.042
	-0.211/-0.218

	nad1
	N
	939/937
	55.6/56.1
	6.9/6.5
	25.2/25.2
	12.2/12.2
	80.8/81.3
	19.1/18.7
	67.8/68.3
	-0.375/-0.381
	0.278/0.303

	nad2
	J
	966/966
	37.7/37.2
	11.7/11.8
	46.2/46.2
	4.5/4.9
	83.9/83.4
	16.2/16.7
	42.2/42.1
	0.101/0.108
	-0.449/-0.416

	nad3
	J
	348/348
	37.4/36.5
	11.8/13.2
	42.8/42.2
	8/8
	80.2/78.7
	19.8/21.2
	45.4/44.5
	0.068/0.073
	-0.188/-0.243

	nad4
	N
	1329/1357
	55.2/58.1
	5.4/5.2
	27.8/26
	11.5/10.6
	83/84.1
	16.9/15.8
	66.7/68.7
	-0.33/-0.382
	0.36/0.34

	nad4L
	N
	273/273
	54.9/54.9
	3.3/3.7
	27.8/26.7
	13.9/14.7
	82.7/81.6
	17.2/18.4
	68.8/69.6
	-0.327/-0.345
	0.617/0.6

	nad5
	N
	1683/1687
	60.5/60.6
	5.8/6
	23.8/23.6
	9.9/9.8
	84.3/84.2
	15.7/15.8
	70.4/70.4
	-0.436/-0.44
	0.26/0.241

	nad6
	J
	492/507
	39/37.1
	8.1/8.7
	47.2/48.9
	5.7/5.3
	86.2/86
	13.8/14
	44.7/42.4
	0.094/0.138
	-0.176/-0.239

	rrnL
	N
	1202/1202
	47/47.3
	6.8/6.8
	34.4/34.4
	11.8/11.6
	81.4/81.7
	18.6/18.4
	58.8/58.9
	-0.155/-0.158
	0.268/0.258

	rrnS
	N
	735/728
	45.7/44.9
	7.5/7.6
	33.7/34.5
	13.1/13
	79.4/79.4
	20.6/20.6
	58.8/57.9
	-0.151/-0.131
	0.272/0.267

	rRNAs
	all
	1937/1930
	46.5/46.4
	7.1/7.1
	34.1/34.4
	12.3/12.1
	80.6/80.8
	19.4/19.2
	58.8/58.5
	-0.154/-0.148
	0.269/0.261

	rRNAs
	N
	1937/1930
	46.5/46.4
	7.1/7.1
	34.1/34.4
	12.3/12.1
	80.6/80.8
	19.4/19.2
	58.8/58.5
	-0.154/-0.148
	0.269/0.261

	tRNAs
	all
	1399/1401
	37.7/37.3
	8.8/9.2
	42/42
	11.6/11.4
	79.7/79.3
	20.4/20.6
	49.3/48.7
	0.054/0.059
	0.137/0.107

	tRNAs
	J
	899/899
	35.3/34.6
	9.7/10.3
	45.1/45.1
	10/10
	80.4/79.7
	19.7/20.3
	45.3/44.6
	0.122/0.131
	0.017/-0.016

	tRNAs
	N
	500/502
	42/42.2
	7.2/7.2
	36.4/36.7
	14.4/13.9
	78.4/78.9
	21.6/21.1
	56.4/56.1
	-0.071/-0.071
	0.333/0.321

	Full mitochondrial genome
	all
	15605/15017
	34.1/33.5
	12.1/11.7
	46.5/47.3
	7.3/7.5
	80.6/80.8
	19.4/19.2
	41.4/41
	0.154/0.17
	-0.245/-0.216



