
Supplementary Table S1 Mitochondrial Genome Gene information of Myricaria laxiflora 

	Category
	Gene
	Start position
	Stop position
	Gene length
	Intergenic nucleotide
	Strand

	Complex I (NADH dehydrogenase)
	nad2
	323798
	327783
	3986
	9846
	L

	Complex I (NADH dehydrogenase)
	nad3
	125746
	126102
	357
	49
	L

	Complex I (NADH dehydrogenase)
	nad4
	59252
	66324
	7073
	3359
	H

	Complex I (NADH dehydrogenase)
	nad4L
	40719
	41019
	301
	14295
	H

	Complex I (NADH dehydrogenase)
	nad6
	182789
	183406
	618
	3815
	L

	Complex I (NADH dehydrogenase)
	nad7
	78996
	84570
	5575
	12671
	L

	Complex I (NADH dehydrogenase)
	nad9
	178401
	178973
	573
	533
	L

	Complex III (ubiquinol cytochrome c reductase)
	cytb
	309176
	310350
	1175
	5654
	L

	Complex IV (cytochrome c oxidase)
	cox1
	7443
	9014
	1572
	7189
	H

	Complex IV (cytochrome c oxidase)
	cox2
	127676
	130014
	2339
	1573
	L

	Complex IV (cytochrome c oxidase)
	cox3
	302724
	303521
	798
	1115
	H

	Complex V (ATP synthase)
	atp1
	117710
	119226
	1517
	11893
	H

	Complex V (ATP synthase)
	atp4
	41180
	41741
	562
	160
	H

	Complex V (ATP synthase)
	atp6-1
	271536
	272609
	1074
	3637
	H

	Complex V (ATP synthase)
	atp6-2
	271853
	272609
	757
	-757
	H

	Complex V (ATP synthase)
	atp8
	301135
	301608
	474
	23182
	H

	Complex V (ATP synthase)
	atp9
	170689
	170913
	225
	22935
	H

	Cytochrome c biogenesis
	ccb206
	265894
	266514
	621
	13059
	L

	Cytochrome c biogenesis
	ccmC
	104636
	105388
	753
	7583
	H

	Cytochrome c biogenesis
	ccmFC
	232712
	234963
	2252
	2090
	H

	Cytochrome c biogenesis
	ccmFN1
	228879
	230018
	1140
	6575
	H

	Cytochrome c biogenesis
	ccmFN2
	230010
	230621
	612
	-9
	H

	Ribosomal proteins (LSU)
	rpl16
	96815
	96918
	104
	4189
	H

	Ribosomal proteins (LSU)
	rpl23
	105688
	105816
	129
	239
	H

	Ribosomal proteins (LSU)
	rpl5
	311703
	312263
	561
	1352
	L

	Ribosomal proteins (SSU)
	rps12
	125319
	125696
	378
	6092
	L

	Ribosomal proteins (SSU)
	rps3
	96983
	97052
	70
	64
	H

	Ribosomal proteins (SSU)
	rps4
	183938
	185019
	1082
	531
	L

	Ribosomal proteins (SSU)
	rps7
	339147
	339602
	456
	8024
	L

	Maturases
	matR
	351411
	353375
	1965
	11808
	H

	Maturases
	mttB
	252052
	252834
	783
	17088
	H

	tRNA genes
	trnC-GCA
	16761
	16833
	73
	7746
	L

	tRNA genes
	trnC-GCA
	331052
	331122
	71
	1703
	L

	tRNA genes
	trnD-GUC
	55819
	55892
	74
	14077
	L

	tRNA genes
	trnE-UUC
	92554
	92625
	72
	593
	H

	tRNA genes
	trnF-GAA
	221789
	221862
	74
	247
	L

	tRNA genes
	trnG-GCC
	18057
	18128
	72
	1223
	H

	tRNA genes
	trnH-GUG
	91887
	91960
	74
	6353
	L

	tRNA genes
	trnK-UUU
	267826
	267898
	73
	1311
	H

	tRNA genes
	trnM-CAU
	181
	253
	73
	180
	L

	tRNA genes
	trnM-CAU
	26350
	26423
	74
	6912
	H

	tRNA genes
	trnM-CAU
	85460
	85533
	74
	889
	L

	tRNA genes
	trnM-CAU
	105375
	105448
	74
	-14
	H

	tRNA genes
	trnM-CAU
	147680
	147753
	74
	17665
	H

	tRNA genes
	trnN-GUU
	277852
	277952
	101
	5242
	H

	tRNA genes
	trnN-GUU
	329277
	329348
	72
	926
	L

	tRNA genes
	trnP-UGG
	221467
	221541
	75
	15787
	L

	tRNA genes
	trnQ-UUG
	19366
	19437
	72
	1237
	H

	tRNA genes
	trnS-GCU
	222216
	222303
	88
	353
	L

	tRNA genes
	trnS-UGA
	313865
	313951
	87
	1601
	L

	tRNA genes
	trnW-CCA
	177794
	177867
	74
	162
	L

	tRNA genes
	trnY-GUA
	328268
	328350
	83
	484
	L

	rRNA genes
	rrn18
	195278
	195358
	81
	3406
	H

	rRNA genes
	rrn26
	190592
	191871
	1280
	5572
	H

	rRNA genes
	rrn26
	374679
	375958
	1280
	21303
	H

	rRNA genes
	rrn5
	197357
	197474
	118
	1998
	H

	rRNA genes
	rrn5
	381444
	381561
	118
	5485
	H

	Others
	petG
	177590
	177631
	42
	6676
	H

	Others
	psaA
	387450
	387641
	192
	5888
	H

	Others
	psaB
	203859
	205679
	1821
	6384
	H


Notes: Positive numbers indicate Intergenic length, and negative numbers indicate overlapping length. H, heavy strand. L, light strand.
Supplementary Table S2 Mitochondrial plastid DNAs (MTPTs) identifed in mitogenome of Myricaria laxiflora
	Aligned length (bp)
	Mitogenome
	Plastome
	Contained genes

	
	Start
	End
	Start
	End
	

	3347
	202603
	205933
	41706
	38391
	psaB*

	3276
	386690
	389949
	41706
	38461
	psaA*

	1176
	307429
	308547
	106724
	107892
	rrn23*

	1176
	307429
	308547
	132962
	131794
	trnN-GUU* and rrn5*

	618
	177547
	178144
	66551
	67153
	petG*

	275
	90960
	91230
	105549
	105275
	rrn23*

	275
	90960
	91230
	134137
	134411
	rrn23*

	329
	105593
	105916
	86732
	86408
	rpl23*

	329
	105593
	105916
	152954
	153278
	rpl23*

	887
	195565
	196423
	101158
	102021
	---

	887
	379652
	380510
	101158
	102021
	---

	887
	379652
	380510
	138528
	137665
	rrn16*

	887
	195565
	196423
	138528
	137665
	rrn16*

	196
	158244
	158429
	85337
	85142
	rpl23*

	196
	158244
	158429
	154349
	154544
	rpl23*

	147
	105375
	105514
	87023
	86883
	trnM-CAU*

	147
	105375
	105514
	152663
	152803
	trnM-CAU*

	84
	329272
	329355
	109110
	109192
	trnN-GUU*

	84
	329272
	329355
	130576
	130494
	trnN-GUU*

	76
	91887
	91962
	1
	76
	trnH-GUG*

	83
	55817
	55898
	30657
	30739
	trnD-GUC*

	77
	177
	253
	53819
	53744
	trnM-CAU*


Note: ‘*’ labeled the genes that was incomplete.
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