[bookmark: _Hlk182123708]Table S3   Characteristics of the mitochondrial genome of Toona rubriflora
	NO.
	Gene
	Strand
	From
	To
	Size(bp)
	GC percent
	Inferred initiation codon
	Inferred terminationcodon

	1
	cox1
	+
	1
	726
	1584
	43.37%
	ATG
	TAA

	
	
	
	1694
	2551
	
	
	
	

	2
	matR
	+
	6681
	8597
	1917
	52.32%
	ATG
	TGA

	3
	nad3
	+
	9553
	9909
	357
	35.29%
	ATG
	TAA

	4
	rps12
	+
	9958
	10335
	378
	42.59%
	ATG
	TGA

	5
	tRNA-Ser
	+
	12134
	12200
	67
	50.75%
	　
	　

	6
	atp1
	-
	32747
	34276
	1530
	44.64%
	ATG
	TGA

	7
	ccmC
	-
	68113
	68865
	753
	42.76%
	ATG
	TGA

	8
	atp4
	-
	70595
	71191
	597
	41.37%
	ATG
	TAG

	9
	
	-
	71377
	71679
	303
	36.30%
	ACG
	TAA

	10
	cox2
	+
	97165
	97863
	783
	39.08%
	ATG
	TAA

	
	
	
	99831
	99914
	
	
	
	

	11
	tRNA-Leu
	-
	141715
	141787
	73
	46.58%
	　
	　

	12
	tRNA-Met
	-
	152704
	152775
	72
	59.72%
	　
	　

	13
	rrn26
	-
	152818
	155933
	3116
	50.77%
	　
	　

	14
	tRNA-Leu
	+
	163402
	163470
	69
	49.28%
	　
	　

	15
	rpl2
	+
	176358
	177392
	1035
	50.53%
	ATG
	TAA

	16
	nad7
	+
	177981
	178127
	1188
	44.53%
	ATG
	TAG

	
	
	
	179021
	179089
	
	
	
	

	
	
	
	180638
	181102
	
	
	
	

	
	
	
	182171
	182416
	
	
	
	

	
	
	
	184237
	184497
	
	
	
	

	17
	tRNA-Ile
	-
	226161
	226233
	73
	47.95%
	　
	　

	18
	rpl10
	+
	226406
	226894
	489
	42.54%
	ATG
	TAA

	19
	tRNA-Pro
	-
	230281
	230355
	75
	54.67%
	　
	　

	20
	tRNA-Gly
	-
	236925
	237000
	76
	43.42%
	　
	　

	21
	nad4l
	+
	241447
	241749
	303
	35.97%
	ACG
	TAA

	22
	tRNA-Thr
	-
	248719
	248799
	81
	45.68%
	　
	　

	23
	sdh3
	+
	255813
	256181
	369
	39.84%
	ATG
	TGA

	24
	nad2
	+
	256789
	256941
	1467
	39.47%
	ATG
	TAA

	
	
	
	258145
	258537
	
	
	
	

	
	
	
	380654
	380812
	
	
	
	

	
	
	
	383402
	383974
	
	
	
	

	
	
	
	385477
	385665
	
	
	
	

	25
	tRNA-Met
	+
	266054
	266130
	77
	42.86%
	　
	　

	26
	tRNA-Ser
	-
	289182
	289263
	82
	42.68%
	　
	　

	27
	nad5
	-
	289390
	289539
	1989
	40.12%
	ATG
	TAA

	
	
	
	290596
	290991
	
	
	
	

	
	
	
	357786
	358985
	
	
	
	

	
	
	
	359840
	360082
	
	
	
	

	28
	tRNA-Ser
	-
	292714
	292800
	87
	51.72%
	　
	　

	29
	rrn5
	-
	321101
	321219
	119
	53.78%
	　
	　

	30
	rrn18
	-
	321858
	323811
	1954
	53.33%
	　
	　

	31
	tRNA-Lys
	-
	331483
	331557
	75
	48.00%
	　
	　

	32
	ccmB
	+
	333933
	334553
	621
	41.87%
	ATG
	TGA

	33
	nad1
	-
	5943
	6002
	978
	42.13%
	ACG
	TAA

	
	
	
	209246
	209338
	
	
	
	

	
	
	
	210771
	210950
	
	
	
	

	
	
	
	338509
	338895
	
	
	
	

	
	
	
	514721
	514978
	
	
	
	

	34
	tRNA-Glu
	-
	342877
	342948
	72
	50.00%
	　
	　

	35
	tRNA-Ser
	+
	344799
	344886
	88
	51.14%
	　
	　

	36
	tRNA-Arg
	-
	355598
	355671
	74
	41.89%
	　
	　

	37
	atp9
	-
	360287
	360586
	300
	46.00%
	ATG
	TAA

	38
	ccmFN
	+
	368735
	370468
	1734
	46.94%
	ATG
	TGA

	39
	tRNA-Cys
	+
	376642
	376713
	72
	51.39%
	　
	　

	40
	tRNA-Asn
	+
	378861
	378932
	72
	52.78%
	　
	　

	41
	tRNA-Tyr
	+
	380042
	380125
	84
	50.00%
	　
	　

	42
	tRNA-Asp
	-
	395020
	395093
	74
	62.16%
	　
	　

	43
	nad4
	+
	398444
	398902
	1485
	38.52%
	ATG
	TGA

	
	
	
	400334
	401269
	
	
	
	

	
	
	
	404054
	404143
	
	
	
	

	44
	tRNA-Met
	-
	408032
	408104
	73
	43.84%
	　
	　

	45
	tRNA-Gly
	+
	413154
	413227
	74
	54.05%
	　
	　

	46
	tRNA-Gln
	+
	416723
	416794
	72
	47.22%
	　
	　

	47
	nad6
	-
	418171
	418788
	618
	38.67%
	ATG
	TAA

	48
	rps4
	-
	419470
	420528
	1059
	39.38%
	ACG
	TAA

	49
	atp6
	-
	439033
	439752
	720
	34.86%
	ATG
	TAA

	50
	tRNA-Lys
	-
	454846
	454919
	74
	47.30%
	　
	　

	51
	cob
	+
	491137
	492318
	1182
	41.54%
	ATG
	TGA

	52
	rpl5
	+
	501611
	502165
	555
	41.26%
	ATG
	TAA

	53
	tRNA-Pro
	-
	512652
	512725
	74
	31.08%
	　
	　

	54
	tRNA-Arg
	+
	515047
	515121
	75
	58.67%
	　
	　

	55
	atp8
	+
	522214
	522699
	486
	39.09%
	ATG
	TAA

	56
	cox3
	+
	523459
	524256
	798
	42.36%
	ATG
	TGA

	57
	sdh4
	+
	524184
	524609
	426
	37.32%
	ATG
	TGA

	58
	tRNA-Val
	+
	531164
	531250
	87
	36.78%
	　
	　

	59
	mttB
	-
	532448
	533233
	786
	43.77%
	ATA
	TAG

	60
	ccmFC
	+
	555078
	555854
	1476
	46.41%
	ATG
	TAG

	
	
	
	556807
	557505
	
	
	
	

	61
	nad9
	+
	574519
	575091
	573
	41.19%
	ATG
	TAA

	62
	tRNA-Pro
	+
	575847
	575923
	77
	49.35%
	　
	　

	63
	tRNA-Trp
	+
	576081
	576154
	74
	51.35%
	　
	　

	64
	tRNA-Ala
	+
	583365
	583430
	66
	46.97%
	　
	　

	65
	tRNA-His
	+
	588850
	588924
	75
	60.00%
	　
	　

	66
	rps1
	-
	617303
	617908
	606
	43.07%
	ATG
	TAA

	67
	rpl16
	-
	622035
	622592
	558
	43.55%
	ATG
	TAA

	68
	rps3
	-
	622441
	624132
	1692
	41.73%
	ATG
	TAG

	69
	tRNA-Ser
	+
	650607
	650694
	88
	46.59%
	　
	　

	70
	tRNA-Phe
	+
	651057
	651130
	74
	45.95%
	　
	　

	71
	rps10
	+
	652292
	652541
	333
	39.04%
	ACG
	CGA

	
	
	
	653399
	653481
	
	
	
	



