Additional file 7: Nucleotide composition of 17 Panorpidae mitogenomes.
	Species
	Region
	Strand
	Size (bp)
	T(U)
	C
	A
	G
	AT(%)
	GC(%)
	AT-skew
	GC-skew

	C. nanwutaina TTH
	Full genome
	+
	18795 
	37.7 
	13.4 
	38.8 
	10.0 
	76.5 
	23.4 
	0.014 
	-0.144

	
	Majority strand
	+
	7813 
	41.1
	14.3
	32.3
	12.3
	73.4
	26.6
	-0.119 
	-0.073 

	
	Minority strand
	-
	6938 
	44.0
	8.6
	32.9
	14.5
	76.9
	23.1
	-0.145 
	0.026 

	
	PCGs
	+
	6891 
	41.5 
	14.6 
	31.6 
	12.2 
	73.1 
	26.8 
	-0.135 
	-0.088

	
	PCGs
	-
	4302 
	46.8 
	8.9 
	29.6 
	14.7 
	76.4 
	23.6 
	-0.224 
	0.245

	
	tRNAs
	+
	940 
	37.8 
	11.5 
	38.1 
	12.7 
	75.9 
	24.2 
	0.004 
	0.048

	
	tRNAs
	-
	529 
	39.3 
	9.1 
	35.7 
	15.9 
	75.0 
	25.0 
	-0.048 
	0.273

	
	rRNAs
	-
	2113 
	39.6 
	7.9 
	38.9 
	13.6 
	78.5 
	21.5 
	-0.009 
	0.269

	
	PCG1
	+
	2297 
	34.9 
	13.7 
	31.1 
	20.3 
	66.0 
	34.0 
	-0.057 
	0.196

	
	PCG1
	-
	1434 
	42.3 
	7.3 
	31.0 
	19.4 
	73.3 
	26.7 
	-0.155 
	0.452

	
	PCG2
	+
	2297 
	44.3 
	22.3 
	20.2 
	13.1 
	64.5 
	35.4 
	-0.373 
	-0.258

	
	PCG2
	-
	1434 
	47.9 
	15.6 
	19.4 
	17.1 
	67.3 
	32.7 
	-0.424 
	0.045

	
	PCG3
	+
	2297 
	45.4 
	7.8 
	43.5 
	3.3 
	88.9 
	11.1 
	-0.021 
	-0.412

	
	PCG3
	-
	1434 
	50.1 
	3.8 
	38.6 
	7.6 
	88.7 
	11.4 
	-0.130 
	0.337

	
	rrnL
	-
	1322 
	40.3 
	7.3 
	38.8 
	13.5 
	79.1 
	20.8 
	-0.019 
	0.297

	
	rrnS
	-
	791 
	38.4 
	8.7 
	39.1 
	13.8 
	77.5 
	22.5 
	0.008 
	0.225

	
	CR
	
	3975 
	39.5 
	10.0 
	42.3 
	8.1 
	81.8 
	18.2 
	0.034 
	-0.105 

	C. dubia 
	Full genome
	+
	16450 
	37.9 
	13.8 
	38.4 
	9.9 
	76.3 
	23.7 
	0.006 
	-0.163

	
	Majority strand
	+
	7812 
	41.2
	14.2
	32.4
	12.2
	73.6
	26.4
	-0.119 
	-0.074 

	
	Minority strand
	-
	6947 
	44.2
	8.5
	32.9
	14.5
	77.1
	22.9
	-0.146 
	0.024 

	
	PCGs
	+
	6894 
	41.6 
	14.6 
	31.8 
	12.1 
	73.4 
	26.7 
	-0.134 
	-0.092

	
	PCGs
	-
	4308 
	47.0 
	8.7 
	29.5 
	14.7 
	76.5 
	23.4 
	-0.228 
	0.259

	
	tRNAs
	+
	936 
	38.2 
	11.0 
	37.9 
	12.8 
	76.1 
	23.8 
	-0.004 
	0.076

	
	tRNAs
	-
	531 
	39.2 
	8.9 
	35.8 
	16.2 
	75.0 
	25.1 
	-0.045 
	0.293

	
	rRNAs
	-
	2114 
	39.5 
	7.9 
	39.2 
	13.4 
	78.7 
	21.3 
	-0.005 
	0.258

	
	PCG1
	+
	2298 
	34.9 
	13.7 
	31.1 
	20.3 
	66.0 
	34.0 
	-0.058 
	0.194

	
	PCG1
	-
	1436 
	41.9 
	7.7 
	31.1 
	19.3 
	73.0 
	27.0 
	-0.147 
	0.428

	
	PCG2
	+
	2298 
	44.2 
	22.4 
	20.2 
	13.2 
	64.4 
	35.6 
	-0.372 
	-0.258

	
	PCG2
	-
	1436 
	48.0 
	15.5 
	19.4 
	17.1 
	67.4 
	32.6 
	-0.425 
	0.049

	
	PCG3
	+
	2298 
	45.6 
	7.6 
	44.0 
	2.8 
	89.6 
	10.4 
	-0.017 
	-0.458

	
	PCG3
	-
	1436 
	51.3 
	2.8 
	38.2 
	7.8 
	89.5 
	10.6 
	-0.146 
	0.474

	
	rrnL
	-
	1321 
	40.1 
	7.4 
	39.4 
	13.1 
	79.5 
	20.5 
	-0.010 
	0.277

	
	rrnS
	-
	793 
	38.6 
	8.7 
	38.8 
	13.9 
	77.4 
	22.6 
	0.003 
	0.229

	
	CR
	
	1539 
	44.1 
	9.4 
	41.3 
	5.2 
	85.4 
	14.6 
	-0.032 
	-0.289 

	C. nanwutaina ZQ
	Full genome
	+
	17969 
	38.5 
	13.9 
	36.8 
	10.1 
	75.3 
	24.0 
	-0.023 
	-0.16

	
	Majority strand
	+
	7816 
	41.0
	14.3
	32.3
	12.4
	73.3
	26.7
	-0.120 
	-0.074 

	
	Minority strand
	-
	6944 
	44.0
	8.6
	33.0
	14.4
	77.0
	23.0
	-0.143 
	0.017 

	
	PCGs
	+
	6894 
	41.5 
	14.7 
	31.5 
	12.3 
	73.0 
	27.0 
	-0.136 
	-0.088

	
	PCGs
	-
	4308 
	46.8 
	8.9 
	29.7 
	14.6 
	76.5 
	23.5 
	-0.222 
	0.24

	
	tRNAs
	+
	940 
	37.6 
	11.6 
	38.1 
	12.8 
	75.7 
	24.4 
	0.007 
	0.048

	
	tRNAs
	-
	531 
	39.4 
	9.0 
	35.6 
	16.0 
	75.0 
	25.0 
	-0.050 
	0.278

	
	rRNAs
	-
	2111 
	39.6 
	7.9 
	39.0 
	13.5 
	78.6 
	21.4 
	-0.007 
	0.259

	
	PCG1
	+
	2298 
	35.1 
	13.6 
	30.9 
	20.4 
	66.0 
	34.0 
	-0.063 
	0.199

	
	PCG1
	-
	1436 
	42.3 
	7.3 
	31.1 
	19.4 
	73.4 
	26.7 
	-0.153 
	0.452

	
	PCG2
	+
	2298 
	44.3 
	22.3 
	20.3 
	13.1 
	64.6 
	35.4 
	-0.372 
	-0.259

	
	PCG2
	-
	1436 
	48.0 
	15.6 
	19.3 
	17.1 
	67.3 
	32.7 
	-0.427 
	0.047

	
	PCG3
	+
	2298 
	45.2 
	8.1 
	43.5 
	3.3 
	88.7 
	11.4 
	-0.019 
	-0.418

	
	PCG3
	-
	1436 
	50.0 
	3.9 
	38.9 
	7.2 
	88.9 
	11.1 
	-0.125 
	0.3

	
	rrnL
	-
	1321 
	40.3 
	7.3 
	39.1 
	13.2 
	79.4 
	20.5 
	-0.015 
	0.284

	
	rrnS
	-
	790 
	38.4 
	8.9 
	38.9 
	13.9 
	77.3 
	22.8 
	0.007 
	0.222

	
	CR
	
	3043 
	45.9 
	12.8 
	33.3 
	8.1 
	79.2 
	20.8 
	-0.160 
	-0.226 

	C. brevicornis
	Full genome
	+
	16698 
	39.7 
	12.8 
	38.2 
	9.3 
	77.9 
	22.1 
	-0.020 
	-0.157

	
	Majority strand
	+
	7804 
	41.8
	13.4
	33.1
	11.7
	74.9
	25.1
	-0.117 
	-0.068 

	
	Minority strand
	-
	6951 
	44.3
	8.0
	34.0
	13.6
	78.3
	21.7
	-0.132 
	0.630 

	
	PCGs
	+
	6888 
	42.4 
	13.7 
	32.4 
	11.6 
	74.8 
	25.3 
	-0.134 
	-0.082

	
	PCGs
	-
	4308 
	47.0 
	8.0 
	31.4 
	13.6 
	78.4 
	21.6 
	-0.199 
	0.261

	
	tRNAs
	+
	934 
	37.7 
	11.1 
	38.9 
	12.3 
	76.6 
	23.4 
	0.015 
	0.05

	
	tRNAs
	-
	531 
	39.2 
	9.2 
	35.8 
	15.8 
	75.0 
	25.0 
	-0.045 
	0.263

	
	rRNAs
	-
	2118 
	40.1 
	7.8 
	38.9 
	13.2 
	79.0 
	21.0 
	-0.016 
	0.257

	
	PCG1
	+
	2296 
	35.4 
	13.2 
	31.5 
	19.9 
	66.9 
	33.1 
	-0.058 
	0.204

	
	PCG1
	-
	1436 
	42.8 
	7.1 
	31.5 
	18.7 
	74.3 
	25.8 
	-0.152 
	0.449

	
	PCG2
	+
	2296 
	44.5 
	22.2 
	20.2 
	13.2 
	64.7 
	35.4 
	-0.376 
	-0.254

	
	PCG2
	-
	1436 
	48.0 
	15.5 
	19.6 
	17.0 
	67.6 
	32.5 
	-0.421 
	0.047

	
	PCG3
	+
	2296 
	47.3 
	5.7 
	45.4 
	1.7 
	92.7 
	7.4 
	-0.020 
	-0.548

	
	PCG3
	-
	1436 
	50.3 
	1.3 
	43.2 
	5.1 
	93.5 
	6.4 
	-0.076 
	0.587

	
	rrnL
	-
	1325 
	40.7 
	7.4 
	39.2 
	12.7 
	79.9 
	20.1 
	-0.018 
	0.263

	
	rrnS
	-
	793 
	39.2 
	8.4 
	38.3 
	14.0 
	77.5 
	22.4 
	-0.011 
	0.247

	
	CR
	
	1784 
	52.5 
	7.2 
	35.9 
	4.4 
	88.3 
	11.7 
	-0.188 
	-0.240 

	C. byersi
	Full genome
	+
	16714 
	39.4 
	13.4 
	37.5 
	9.7 
	76.9 
	23.1 
	-0.024 
	-0.159

	
	Majority strand
	+
	7808 
	41.4
	14.0
	32.5
	12.1
	73.8
	26.2
	-0.121 
	-0.074 

	
	Minority strand
	-
	6940 
	44.2
	8.5
	33.2
	14.1
	77.3
	22.7
	-0.142 
	0.624 

	
	PCGs
	+
	6891 
	41.8 
	14.4 
	31.8 
	12.0 
	73.6 
	26.4 
	-0.137 
	-0.088

	
	PCGs
	-
	4302 
	46.9 
	8.8 
	30.0 
	14.3 
	76.9 
	23.1 
	-0.220 
	0.238

	
	tRNAs
	+
	935 
	37.9 
	11.3 
	38.3 
	12.5 
	76.2 
	23.8 
	0.006 
	0.049

	
	tRNAs
	-
	531 
	39.5 
	8.9 
	35.4 
	16.2 
	74.9 
	25.1 
	-0.055 
	0.293

	
	rRNAs
	-
	2113 
	39.7 
	7.9 
	39.1 
	13.3 
	78.8 
	21.2 
	-0.007 
	0.259

	
	PCG1
	+
	2297 
	35.0 
	13.5 
	31.2 
	20.3 
	66.2 
	33.8 
	-0.059 
	0.204

	
	PCG1
	-
	1434 
	42.1 
	7.7 
	31.2 
	19.0 
	73.3 
	26.7 
	-0.147 
	0.426

	
	PCG2
	+
	2297 
	44.4 
	22.3 
	20.2 
	13.1 
	64.6 
	35.4 
	-0.373 
	-0.26

	
	PCG2
	-
	1434 
	47.8 
	15.7 
	19.2 
	17.2 
	67.0 
	32.9 
	-0.426 
	0.047

	
	PCG3
	+
	2297 
	46.1 
	7.4 
	43.8 
	2.7 
	89.9 
	10.1 
	-0.025 
	-0.466

	
	PCG3
	-
	1434 
	50.9 
	3.0 
	39.5 
	6.6 
	90.4 
	9.6 
	-0.126 
	0.372

	
	rrnL
	-
	1321 
	40.4 
	7.3 
	39.2 
	13.0 
	79.6 
	20.3 
	-0.015 
	0.279

	
	rrnS
	-
	792 
	38.4 
	8.7 
	39.0 
	13.9 
	77.4 
	22.6 
	0.008 
	0.229

	
	CR
	
	1913 
	53.6 
	8.2 
	33.6 
	4.5 
	87.2 
	12.8 
	-0.229 
	-0.287 

	D. magna MCS
	Full genome
	+
	17757 
	39.2 
	13.0 
	38.0 
	9.7 
	77.2 
	22.7 
	-0.016 
	-0.149

	
	Majority strand
	+
	7802 
	41.6
	13.7
	32.4
	12.2
	74.0
	26.0
	-0.124 
	-0.058 

	
	Minority strand
	-
	6943 
	44.5
	8.1
	33.4
	13.9
	77.9
	22.1
	-0.142 
	0.631 

	
	PCGs
	+
	6891 
	42.2 
	14.1 
	31.6 
	12.1 
	73.8 
	26.2 
	-0.143 
	-0.074

	
	PCGs
	-
	4308 
	47.5 
	8.1 
	30.4 
	14.0 
	77.9 
	22.1 
	-0.220 
	0.264

	
	tRNAs
	+
	929 
	37.0 
	11.1 
	39.1 
	12.8 
	76.1 
	23.9 
	0.027 
	0.072

	
	tRNAs
	-
	532 
	39.5 
	9.2 
	35.3 
	16.0 
	74.8 
	25.2 
	-0.055 
	0.269

	
	rRNAs
	-
	2109 
	39.6 
	7.8 
	39.3 
	13.3 
	78.9 
	21.1 
	-0.004 
	0.258

	
	PCG1
	+
	2297 
	34.4 
	14.0 
	31.5 
	20.2 
	65.9 
	34.2 
	-0.044 
	0.181

	
	PCG1
	-
	1436 
	42.7 
	7.5 
	30.4 
	19.4 
	73.1 
	26.9 
	-0.168 
	0.44

	
	PCG2
	+
	2297 
	44.5 
	22.2 
	20.0 
	13.3 
	64.5 
	35.5 
	-0.379 
	-0.252

	
	PCG2
	-
	1436 
	48.3 
	15.2 
	19.4 
	17.1 
	67.7 
	32.3 
	-0.426 
	0.06

	
	PCG3
	+
	2297 
	47.7 
	6.0 
	43.4 
	3.0 
	91.1 
	9.0 
	-0.047 
	-0.34

	
	PCG3
	-
	1436 
	51.5 
	1.7 
	41.2 
	5.5 
	92.7 
	7.2 
	-0.111 
	0.519

	
	rrnL
	-
	1320 
	40.1 
	7.2 
	40.2 
	12.5 
	80.3 
	19.7 
	0.002 
	0.269

	
	rrnS
	-
	789 
	38.8 
	8.9 
	37.8 
	14.6 
	76.6 
	23.5 
	-0.013 
	0.243

	
	CR
	
	2844 
	46.8 
	9.5 
	37.1 
	6.6 
	83.9 
	16.1 
	-0.116 
	-0.176 

	D. magna TTH
	Full genome
	+
	18053 
	37.0 
	13.2 
	40.0 
	9.7 
	77.0 
	22.9 
	0.039 
	-0.153

	
	Majority strand
	+
	7807 
	41.6
	13.7
	32.5
	12.2
	74.1
	25.9
	-0.123 
	-0.060 

	
	Minority strand
	-
	6934 
	44.3
	8.1
	33.6
	13.9
	77.9
	22.1
	-0.137 
	0.632 

	
	PCGs
	+
	6891 
	42.3 
	14.0 
	31.7 
	12.0 
	74.0 
	26.0 
	-0.143 
	-0.075

	
	PCGs
	-
	4302 
	47.3 
	8.1 
	30.6 
	14.0 
	77.9 
	22.1 
	-0.214 
	0.267

	
	tRNAs
	+
	934 
	36.6 
	11.3 
	39.2 
	12.8 
	75.8 
	24.1 
	0.034 
	0.062

	
	tRNAs
	-
	531 
	39.7 
	9.0 
	35.4 
	15.8 
	75.1 
	24.8 
	-0.058 
	0.273

	
	rRNAs
	-
	2107 
	39.5 
	7.9 
	39.4 
	13.2 
	78.9 
	21.1 
	-0.001 
	0.254

	
	PCG1
	+
	2297 
	34.4 
	13.9 
	31.6 
	20.0 
	66.0 
	33.9 
	-0.042 
	0.181

	
	PCG1
	-
	1434 
	42.7 
	7.5 
	30.7 
	19.1 
	73.4 
	26.6 
	-0.164 
	0.438

	
	PCG2
	+
	2297 
	44.6 
	22.1 
	20.0 
	13.3 
	64.6 
	35.4 
	-0.380 
	-0.25

	
	PCG2
	-
	1434 
	48.1 
	15.2 
	19.4 
	17.3 
	67.5 
	32.5 
	-0.426 
	0.064

	
	PCG3
	+
	2297 
	47.8 
	6.0 
	43.4 
	2.8 
	91.2 
	8.8 
	-0.048 
	-0.356

	
	PCG3
	-
	1434 
	50.9 
	1.7 
	41.8 
	5.6 
	92.7 
	7.3 
	-0.099 
	0.543

	
	rrnL
	-
	1319 
	40.1 
	7.2 
	40.2 
	12.5 
	80.3 
	19.7 
	0.001 
	0.269

	
	rrnS
	-
	788 
	38.5 
	9.0 
	38.1 
	14.5 
	76.6 
	23.5 
	-0.005 
	0.232

	
	CR
	
	3245 
	32.9 
	10.7 
	48.9 
	7.4 
	81.9 
	18.1 
	0.195 
	-0.184 

	D. magna WLD
	Full genome
	+
	16376 
	38.2 
	13.3 
	38.6 
	9.8 
	76.8 
	23.1 
	0.005 
	-0.152

	
	Majority strand
	+
	7805 
	41.6
	13.6
	32.6
	12.2
	74.2
	25.8
	-0.122 
	-0.057 

	
	Minority strand
	-
	6945 
	44.2
	8.2
	33.6
	13.9
	77.9
	22.1
	-0.136 
	0.630 

	
	PCGs
	+
	6891 
	42.3 
	14.0 
	31.7 
	12.1 
	74.0 
	26.1 
	-0.143 
	-0.072

	
	PCGs
	-
	4308 
	47.2 
	8.2 
	30.6 
	14.0 
	77.8 
	22.2 
	-0.213 
	0.262

	
	tRNAs
	+
	932 
	36.8 
	10.9 
	39.6 
	12.7 
	76.4 
	23.6 
	0.037 
	0.073

	
	tRNAs
	-
	532 
	39.5 
	9.2 
	35.3 
	16.0 
	74.8 
	25.2 
	-0.055 
	0.269

	
	rRNAs
	-
	2111 
	39.4 
	7.9 
	39.5 
	13.3 
	78.9 
	21.2 
	0.001 
	0.256

	
	PCG1
	+
	2297 
	34.6 
	13.8 
	31.7 
	20.0 
	66.3 
	33.8 
	-0.043 
	0.185

	
	PCG1
	-
	1436 
	42.8 
	7.5 
	30.7 
	19.1 
	73.5 
	26.6 
	-0.164 
	0.438

	
	PCG2
	+
	2297 
	44.5 
	22.2 
	20.0 
	13.3 
	64.5 
	35.5 
	-0.379 
	-0.252

	
	PCG2
	-
	1436 
	48.1 
	15.3 
	19.4 
	17.3 
	67.5 
	32.6 
	-0.426 
	0.06

	
	PCG3
	+
	2297 
	47.8 
	5.9 
	43.4 
	3.0 
	91.2 
	8.9 
	-0.048 
	-0.333

	
	PCG3
	-
	1436 
	50.8 
	1.8 
	41.8 
	5.6 
	92.6 
	7.4 
	-0.097 
	0.514

	
	rrnL
	-
	1322 
	40.0 
	7.2 
	40.4 
	12.4 
	80.4 
	19.6 
	0.005 
	0.266

	
	rrnS
	-
	789 
	38.4 
	9.0 
	37.9 
	14.7 
	76.3 
	23.7 
	-0.007 
	0.241

	
	CR
	
	1585 
	40.7 
	9.8 
	43.7 
	5.8 
	84.4 
	15.6 
	0.036 
	-0.255 

	D. magna LP
	Full genome
	+
	17667 
	39.2 
	13.4 
	37.5 
	9.9 
	76.7 
	23.3 
	-0.022 
	-0.153

	
	Majority strand
	+
	7807 
	41.7
	13.6
	32.5
	12.2
	74.2
	25.8
	-0.124 
	-0.056 

	
	Minority strand
	-
	6943 
	44.3
	8.2
	33.6
	14.0
	77.9
	22.1
	-0.137 
	0.632 

	
	PCGs
	+
	6891 
	42.3 
	13.9 
	31.7 
	12.1 
	74.0 
	26.0 
	-0.144 
	-0.071

	
	PCGs
	-
	4308 
	47.3 
	8.1 
	30.6 
	14.0 
	77.9 
	22.1 
	-0.214 
	0.263

	
	tRNAs
	+
	934 
	36.7 
	11.2 
	39.2 
	12.8 
	75.9 
	24.0 
	0.032 
	0.067

	
	tRNAs
	-
	532 
	39.3 
	9.4 
	35.2 
	16.2 
	74.5 
	25.6 
	-0.056 
	0.265

	
	rRNAs
	-
	2109 
	39.4 
	7.8 
	39.4 
	13.4 
	78.8 
	21.2 
	-0.001 
	0.262

	
	PCG1
	+
	2297 
	34.6 
	13.8 
	31.6 
	20.1 
	66.2 
	33.9 
	-0.045 
	0.185

	
	PCG1
	-
	1436 
	42.5 
	7.7 
	30.6 
	19.2 
	73.1 
	26.9 
	-0.163 
	0.429

	
	PCG2
	+
	2297 
	44.4 
	22.2 
	20.0 
	13.3 
	64.4 
	35.5 
	-0.379 
	-0.252

	
	PCG2
	-
	1436 
	48.2 
	15.2 
	19.4 
	17.2 
	67.6 
	32.4 
	-0.425 
	0.062

	
	PCG3
	+
	2297 
	48.0 
	5.7 
	43.5 
	2.8 
	91.5 
	8.5 
	-0.049 
	-0.333

	
	PCG3
	-
	1436 
	51.0 
	1.6 
	41.8 
	5.6 
	92.8 
	7.2 
	-0.100 
	0.553

	
	rrnL
	-
	1320 
	40.1 
	7.2 
	40.2 
	12.6 
	80.3 
	19.8 
	0.001 
	0.272

	
	rrnS
	-
	789 
	38.4 
	8.9 
	38.0 
	14.7 
	76.4 
	23.6 
	-0.005 
	0.247

	
	CR
	
	2863 
	45.6 
	11.9 
	34.5 
	8.0 
	80.1 
	19.9 
	-0.138 
	-0.199 

	P. fulvastra
	Full genome
	+
	17843 
	37.6 
	12.8 
	40.0 
	9.7 
	77.6 
	22.5 
	0.031 
	-0.139

	
	Majority strand
	+
	7812 
	41.6
	13.5
	32.9
	11.9
	74.6
	25.4
	-0.117 
	-0.061 

	
	Minority strand
	-
	6936 
	44.7
	8.1
	33.8
	13.4
	78.5
	21.5
	-0.139 
	0.622 

	
	PCGs
	+
	6891 
	42.2 
	13.7 
	32.2 
	11.9 
	74.4 
	25.6 
	-0.134 
	-0.073

	
	PCGs
	-
	4302 
	47.8 
	8.2 
	30.5 
	13.5 
	78.3 
	21.7 
	-0.221 
	0.247

	
	tRNAs
	+
	939 
	37.6 
	11.5 
	38.6 
	12.4 
	76.2 
	23.9 
	0.013 
	0.036

	
	tRNAs
	-
	532 
	40.4 
	9.2 
	35.5 
	14.8 
	75.9 
	24.0 
	-0.064 
	0.234

	
	rRNAs
	-
	2108 
	39.5 
	7.7 
	40.2 
	12.6 
	79.7 
	20.3 
	0.009 
	0.24

	
	PCG1
	+
	2297 
	35.3 
	13.3 
	31.3 
	20.2 
	66.6 
	33.5 
	-0.060 
	0.206

	
	PCG1
	-
	1434 
	43.0 
	7.3 
	31.0 
	18.8 
	74.0 
	26.1 
	-0.162 
	0.444

	
	PCG2
	+
	2297 
	44.2 
	22.3 
	20.4 
	13.1 
	64.6 
	35.4 
	-0.369 
	-0.26

	
	PCG2
	-
	1434 
	48.0 
	15.6 
	19.5 
	16.9 
	67.5 
	32.5 
	-0.421 
	0.043

	
	PCG3
	+
	2297 
	47.0 
	5.7 
	45.0 
	2.4 
	92.0 
	8.1 
	-0.022 
	-0.413

	
	PCG3
	-
	1434 
	52.5 
	1.7 
	41.1 
	4.7 
	93.6 
	6.4 
	-0.122 
	0.478

	
	rrnL
	-
	1319 
	39.8 
	7.1 
	40.9 
	12.2 
	80.7 
	19.3 
	0.013 
	0.263

	
	rrnS
	-
	789 
	38.9 
	8.7 
	39.0 
	13.3 
	77.9 
	22.0 
	0.002 
	0.207

	
	CR
	
	3027 
	35.6 
	9.6 
	47.3 
	7.4 
	83.0 
	17.0 
	0.141 
	-0.132 

	P. curva
	Full genome
	+
	16236 
	39.2 
	12.9 
	38.2 
	9.6 
	77.4 
	22.5 
	-0.013 
	-0.146

	
	Majority strand
	+
	7817 
	41.4
	13.5
	33.1
	12.0
	74.5
	25.5
	-0.112 
	-0.059 

	
	Minority strand
	-
	6948 
	44.4
	8.2
	33.8
	13.6
	78.2
	21.8
	-0.135 
	0.626 

	
	PCGs
	+
	6894 
	42.0 
	13.8 
	32.4 
	11.9 
	74.4 
	25.7 
	-0.128 
	-0.074

	
	PCGs
	-
	4308 
	47.5 
	8.2 
	30.5 
	13.8 
	78.0 
	22.0 
	-0.218 
	0.255

	
	tRNAs
	+
	941 
	37.1 
	11.6 
	38.4 
	13.0 
	75.5 
	24.6 
	0.017 
	0.056

	
	tRNAs
	-
	535 
	40.4 
	8.6 
	36.3 
	14.8 
	76.7 
	23.4 
	-0.054 
	0.264

	
	rRNAs
	-
	2111 
	39.0 
	8.0 
	40.0 
	13.0 
	79.0 
	21.0 
	0.013 
	0.24

	
	PCG1
	+
	2298 
	35.3 
	13.3 
	31.0 
	20.4 
	66.3 
	33.7 
	-0.066 
	0.209

	
	PCG1
	-
	1436 
	43.1 
	7.2 
	30.9 
	18.7 
	74.0 
	25.9 
	-0.165 
	0.442

	
	PCG2
	+
	2298 
	44.3 
	22.3 
	20.4 
	13.1 
	64.7 
	35.4 
	-0.369 
	-0.261

	
	PCG2
	-
	1436 
	47.9 
	15.6 
	19.6 
	16.9 
	67.5 
	32.5 
	-0.419 
	0.039

	
	PCG3
	+
	2298 
	46.3 
	5.7 
	45.9 
	2.2 
	92.2 
	7.9 
	-0.005 
	-0.444

	
	PCG3
	-
	1436 
	51.5 
	1.7 
	40.9 
	5.8 
	92.4 
	7.5 
	-0.114 
	0.541

	
	rrnL
	-
	1322 
	39.6 
	7.6 
	40.1 
	12.7 
	79.7 
	20.3 
	0.006 
	0.254

	
	rrnS
	-
	789 
	38.0 
	8.6 
	39.9 
	13.4 
	77.9 
	22.0 
	0.024 
	0.218

	
	CR
	
	1399 
	53.6 
	6.1 
	36.7 
	3.6 
	90.4 
	9.6 
	-0.187 
	-0.259 

	P. dispergens
	Full genome
	+
	16683 
	39.7 
	12.9 
	38.2 
	9.1 
	77.9 
	22.0 
	-0.020 
	-0.171

	
	Majority strand
	+
	7812 
	41.3
	13.8
	33.2
	11.6
	74.6
	25.4
	-0.109 
	-0.084 

	
	Minority strand
	-
	6949 
	44.8
	7.8
	33.7
	13.7
	78.5
	21.5
	-0.142 
	0.637 

	
	PCGs
	+
	6894 
	41.8 
	14.1 
	32.6 
	11.5 
	74.4 
	25.6 
	-0.125 
	-0.101

	
	PCGs
	-
	4308 
	47.8 
	7.7 
	30.9 
	13.6 
	78.7 
	21.3 
	-0.215 
	0.278

	
	tRNAs
	+
	936 
	37.7 
	11.0 
	38.8 
	12.5 
	76.5 
	23.5 
	0.014 
	0.064

	
	tRNAs
	-
	532 
	40.6 
	8.8 
	34.8 
	15.8 
	75.4 
	24.6 
	-0.077 
	0.282

	
	rRNAs
	-
	2115 
	39.8 
	7.8 
	39.1 
	13.3 
	78.9 
	21.1 
	-0.008 
	0.263

	
	PCG1
	+
	2298 
	34.6 
	13.9 
	31.2 
	20.2 
	65.8 
	34.1 
	-0.052 
	0.185

	
	PCG1
	-
	1436 
	43.4 
	7.0 
	30.5 
	19.1 
	73.9 
	26.1 
	-0.174 
	0.461

	
	PCG2
	+
	2298 
	44.3 
	22.5 
	20.2 
	13.1 
	64.5 
	35.6 
	-0.372 
	-0.265

	
	PCG2
	-
	1436 
	48.2 
	15.2 
	19.6 
	17.0 
	67.8 
	32.2 
	-0.421 
	0.056

	
	PCG3
	+
	2298 
	46.6 
	6.0 
	46.2 
	1.3 
	92.8 
	7.3 
	-0.004 
	-0.651

	
	PCG3
	-
	1436 
	51.9 
	0.8 
	42.5 
	4.7 
	94.4 
	5.5 
	-0.099 
	0.7

	
	rrnL
	-
	1321 
	40.1 
	7.3 
	39.3 
	13.2 
	79.4 
	20.5 
	-0.010 
	0.287

	
	rrnS
	-
	794 
	39.3 
	8.4 
	38.9 
	13.4 
	78.2 
	21.8 
	-0.005 
	0.225

	
	CR
	
	1856 
	55.6 
	7.0 
	33.5 
	3.9 
	89.1 
	10.9 
	-0.248 
	-0.277 

	S. tincta
	Full genome
	+
	18165 
	38.7 
	13.3 
	38.1 
	9.9 
	76.8 
	23.2 
	-0.008 
	-0.15

	
	Majority strand
	+
	7822 
	41.5
	13.9
	32.6
	12.0
	74.1
	25.9
	-0.120 
	-0.074 

	
	Minority strand
	-
	6944 
	43.9
	7.9
	34.3
	13.9
	78.2
	21.8
	-0.123 
	0.636 

	
	PCGs
	+
	6891 
	42.0 
	14.2 
	31.8 
	11.9 
	73.8 
	26.1 
	-0.138 
	-0.088

	
	PCGs
	-
	4308 
	46.7 
	7.9 
	31.5 
	13.9 
	78.2 
	21.8 
	-0.194 
	0.274

	
	tRNAs
	+
	949 
	37.4 
	11.6 
	38.6 
	12.4 
	76.0 
	24.0 
	0.015 
	0.035

	
	tRNAs
	-
	531 
	39.2 
	8.1 
	36.9 
	15.8 
	76.1 
	23.9 
	-0.030 
	0.323

	
	rRNAs
	-
	2111 
	39.4 
	7.9 
	39.5 
	13.2 
	78.9 
	21.1 
	0.001 
	0.251

	
	PCG1
	+
	2297 
	34.7 
	13.8 
	31.5 
	20.1 
	66.2 
	33.9 
	-0.048 
	0.188

	
	PCG1
	-
	1436 
	42.9 
	7.1 
	31.2 
	18.8 
	74.1 
	25.9 
	-0.158 
	0.452

	
	PCG2
	+
	2297 
	44.4 
	22.4 
	20.2 
	13.0 
	64.6 
	35.4 
	-0.375 
	-0.264

	
	PCG2
	-
	1436 
	47.7 
	15.3 
	19.9 
	17.1 
	67.6 
	32.4 
	-0.411 
	0.058

	
	PCG3
	+
	2297 
	47.1 
	6.5 
	43.8 
	2.6 
	90.9 
	9.1 
	-0.035 
	-0.426

	
	PCG3
	-
	1436 
	49.4 
	1.4 
	43.4 
	5.8 
	92.8 
	7.2 
	-0.065 
	0.612

	
	rrnL
	-
	1323 
	40.3 
	7.4 
	39.8 
	12.5 
	80.1 
	19.9 
	-0.006 
	0.255

	
	rrnS
	-
	788 
	37.9 
	8.8 
	38.8 
	14.5 
	76.7 
	23.3 
	0.012 
	0.246

	
	CR
	
	3340 
	41.3 
	11.1 
	38.8 
	8.9 
	80.1 
	19.9 
	-0.031 
	-0.111 

	N. lui
	Full genome
	+
	16369 
	38.3 
	13.7 
	38.3 
	9.7 
	76.6 
	23.4 
	0.000 
	-0.173

	
	Majority strand
	+
	7804 
	41.4
	14.4
	32.2
	12.0
	73.5
	26.5
	-0.125 
	-0.092 

	
	Minority strand
	-
	6924 
	44.0
	8.1
	33.7
	14.2
	77.7
	22.3
	-0.132 
	0.638 

	
	PCGs
	+
	6894 
	41.9 
	14.7 
	31.4 
	12.0 
	73.3 
	26.7 
	-0.144 
	-0.103

	
	PCGs
	-
	4299 
	46.5 
	8.0 
	31.0 
	14.5 
	77.5 
	22.5 
	-0.201 
	0.29

	
	tRNAs
	+
	928 
	37.1 
	12.0 
	38.9 
	12.1 
	76.0 
	24.1 
	0.024 
	0.004

	
	tRNAs
	-
	529 
	39.1 
	8.1 
	36.7 
	16.1 
	75.8 
	24.2 
	-0.032 
	0.328

	
	rRNAs
	-
	2102 
	40.0 
	8.2 
	38.7 
	13.2 
	78.7 
	21.4 
	-0.016 
	0.234

	
	PCG1
	+
	2298 
	34.7 
	14.0 
	31.2 
	20.1 
	65.9 
	34.1 
	-0.054 
	0.181

	
	PCG1
	-
	1433 
	41.8 
	7.5 
	31.7 
	19.1 
	73.5 
	26.6 
	-0.138 
	0.437

	
	PCG2
	+
	2298 
	44.0 
	22.7 
	20.2 
	13.1 
	64.2 
	35.8 
	-0.371 
	-0.268

	
	PCG2
	-
	1433 
	48.4 
	14.9 
	19.4 
	17.3 
	67.8 
	32.2 
	-0.428 
	0.076

	
	PCG3
	+
	2298 
	47.0 
	7.6 
	42.7 
	2.7 
	89.7 
	10.3 
	-0.047 
	-0.468

	
	PCG3
	-
	1433 
	49.4 
	1.6 
	41.9 
	7.1 
	91.3 
	8.7 
	-0.083 
	0.632

	
	rrnL
	-
	1313 
	40.1 
	7.5 
	39.5 
	12.9 
	79.6 
	20.4 
	-0.007 
	0.261

	
	rrnS
	-
	789 
	39.8 
	9.3 
	37.3 
	13.7 
	77.1 
	23.0 
	-0.033 
	0.193

	
	CR
	
	1586 
	42.6 
	8.4 
	43.4 
	5.5 
	86.1 
	13.9 
	0.010 
	-0.204 

	F. longihypovalva HSD
	Full genome
	+
	17533 
	37.9 
	13.0 
	39.5 
	9.6
	77.4 
	22.6 
	0.020 
	-0.151

	
	Majority strand
	+
	7814 
	41.2
	13.9
	33.1
	11.9
	74.3
	25.7
	-0.108 
	-0.078 

	
	Minority strand
	-
	6944 
	44.6
	8.1
	33.6
	13.8
	78.2
	21.8
	-0.141 
	0.630 

	
	PCGs
	+
	6894 
	41.6 
	14.1 
	32.6 
	11.7 
	74.2 
	25.8 
	-0.122 
	-0.096

	
	PCGs
	-
	4305 
	47.3 
	8.2 
	30.6 
	13.9 
	77.9 
	22.1 
	-0.214 
	0.258

	
	tRNAs
	+
	938 
	37.5 
	11.7 
	37.5 
	13.2 
	75.0 
	24.9 
	0.000 
	0.06

	
	tRNAs
	-
	533 
	38.5 
	9.4 
	36.8 
	15.4 
	75.3 
	24.8 
	-0.022 
	0.242

	
	rRNAs
	-
	2112 
	40.5 
	7.5 
	38.9 
	13.0 
	79.4 
	20.5 
	-0.020 
	0.267

	
	PCG1
	+
	2298 
	34.9 
	13.6 
	31.7 
	19.8 
	66.6 
	33.4 
	-0.048 
	0.185

	
	PCG1
	-
	1435 
	43.6 
	7.3 
	30.2 
	18.9 
	73.8 
	26.2 
	-0.180 
	0.441

	
	PCG2
	+
	2298 
	44.3 
	22.4 
	20.2 
	13.1 
	64.5 
	35.5 
	-0.373 
	-0.264

	
	PCG2
	-
	1435 
	47.9 
	15.5 
	19.5 
	17.1 
	67.4 
	32.6 
	-0.421 
	0.049

	
	PCG3
	+
	2298 
	45.7 
	6.4 
	45.8 
	2.1 
	91.5 
	8.5 
	0.001 
	-0.497

	
	PCG3
	-
	1435 
	50.4 
	1.8 
	42.0 
	5.8 
	92.4 
	7.6 
	-0.090 
	0.523

	
	rrnL
	-
	1326 
	41.6 
	6.8 
	39.1 
	12.5 
	80.7 
	19.3 
	-0.030 
	0.297

	
	rrnS
	-
	786 
	38.8 
	8.8 
	38.5 
	13.9 
	77.3 
	22.7 
	-0.003 
	0.225

	
	CR
	
	2662 
	39.5 
	8.8 
	44.7 
	7.0 
	84.2 
	15.8 
	0.062 
	-0.110 

	F. longihypovalva LP
	Full genome
	+
	17199 
	38.1 
	12.9 
	39.8 
	9.2 
	77.9 
	22.1 
	0.022 
	-0.166

	
	Majority strand
	+
	7814 
	41.1
	13.9
	33.1
	11.9
	74.2
	25.8
	-0.109 
	-0.077 

	
	Minority strand
	-
	6942 
	44.7
	8.0
	33.5
	13.8
	78.2
	21.8
	-0.142 
	0.634 

	
	PCGs
	+
	6894 
	41.6 
	14.2 
	32.6 
	11.7 
	74.2 
	25.9 
	-0.122 
	-0.095

	
	PCGs
	-
	4305 
	47.5 
	8.0 
	30.5 
	14.0 
	78.0 
	22.0 
	-0.217 
	0.271

	
	tRNAs
	+
	938 
	37.5 
	11.7 
	37.4 
	13.3 
	74.9 
	25.0 
	-0.001 
	0.064

	
	tRNAs
	-
	532 
	38.5 
	9.2 
	36.7 
	15.6 
	75.2 
	24.8 
	-0.025 
	0.258

	
	rRNAs
	-
	2111 
	40.5 
	7.5 
	38.9 
	13.0 
	79.4 
	20.5 
	-0.020 
	0.267

	
	PCG1
	+
	2298 
	34.9 
	13.7 
	31.7 
	19.8 
	66.6 
	33.5 
	-0.048 
	0.183

	
	PCG1
	-
	1435 
	44.0 
	6.9 
	30.3 
	18.8 
	74.3 
	25.7 
	-0.184 
	0.463

	
	PCG2
	+
	2298 
	44.3 
	22.4 
	20.2 
	13.1 
	64.5 
	35.5 
	-0.373 
	-0.264

	
	PCG2
	-
	1435 
	48.1 
	15.3 
	19.5 
	17.1 
	67.6 
	32.4 
	-0.423 
	0.054

	
	PCG3
	+
	2298 
	45.6 
	6.4 
	45.7 
	2.2 
	91.3 
	8.6 
	0.001 
	-0.485

	
	PCG3
	-
	1435 
	50.4 
	1.8 
	41.8 
	6.0 
	92.2 
	7.8 
	-0.093 
	0.536

	
	rrnL
	-
	1325 
	41.5 
	6.8 
	39.2 
	12.5 
	80.7 
	19.3 
	-0.029 
	0.297

	
	rrnS
	-
	786 
	38.8 
	8.8 
	38.5 
	13.9 
	77.3 
	22.7 
	-0.003 
	0.225

	
	CR
	
	2330 
	40.8 
	7.4 
	47.3 
	4.5 
	88.1 
	11.9 
	0.075 
	-0.249 

	F. longihypovalva TTH
	Full genome
	+
	17774 
	38.6 
	13.4 
	38.0 
	9.9 
	76.6 
	23.3 
	-0.008 
	-0.148

	
	Majority strand
	+
	7802 
	41.0
	14.0
	33.2
	11.8
	74.2
	25.8
	-0.106 
	-0.082 

	
	Minority strand
	-
	6942 
	44.6
	8.0
	33.7
	13.7
	78.3
	21.7
	-0.140 
	0.632 

	
	PCGs
	+
	6894 
	41.5 
	14.2 
	32.6 
	11.6 
	74.1 
	25.8 
	-0.120 
	-0.102

	
	PCGs
	-
	4305 
	47.4 
	8.0 
	30.7 
	13.9 
	78.1 
	21.9 
	-0.214 
	0.266

	
	tRNAs
	+
	926 
	37.4 
	11.6 
	37.7 
	13.4 
	75.1 
	25.0 
	0.004 
	0.074

	
	tRNAs
	-
	532 
	38.3 
	9.4 
	36.8 
	15.4 
	75.1 
	24.8 
	-0.020 
	0.242

	
	rRNAs
	-
	2111 
	40.5 
	7.5 
	39.0 
	13.0 
	79.5 
	20.5 
	-0.019 
	0.27

	
	PCG1
	+
	2298 
	34.8 
	13.7 
	31.6 
	19.8 
	66.4 
	33.5 
	-0.048 
	0.183

	
	PCG1
	-
	1435 
	43.6 
	7.2 
	30.4 
	18.8 
	74.0 
	26.0 
	-0.179 
	0.448

	
	PCG2
	+
	2298 
	44.3 
	22.4 
	20.2 
	13.1 
	64.5 
	35.5 
	-0.373 
	-0.264

	
	PCG2
	-
	1435 
	48.0 
	15.4 
	19.5 
	17.1 
	67.5 
	32.5 
	-0.422 
	0.052

	
	PCG3
	+
	2298 
	45.4 
	6.6 
	46.0 
	2.0 
	91.4 
	8.6 
	0.007 
	-0.543

	
	PCG3
	-
	1435 
	50.6 
	1.5 
	42.2 
	5.7 
	92.8 
	7.2 
	-0.091 
	0.577

	
	rrnL
	-
	1325 
	41.5 
	6.8 
	39.2 
	12.5 
	80.7 
	19.3 
	-0.029 
	0.297

	
	rrnS
	-
	786 
	38.8 
	8.7 
	38.7 
	13.9 
	77.5 
	22.6 
	-0.002 
	0.232

	
	CR
	
	1586 
	42.6 
	8.4 
	43.4 
	5.5 
	86.1 
	13.9 
	0.010 
	-0.204 


Notes. +, majority strand (J-strand); -, minority strand (N-strand).
