Table S1 List of genes found in Ipomoea batatas chloroplast genome
	Category for gene 
	Group of gene 
	Name of gene

	Photosynthesis gene
	Photosystem I gene 
	psaA，psaB，psaC，psaI，psaJ

	
	Photosystem II gene 
	psbA，psbB，psbC，psbD，psbE，psbF，psbH，psbI， psbJ，psbK，psbL，psbM，psbN，psbT，psbZ

	
	Cytochrome b/f complex 
	petN，petA，psbF，psbE，petG，petBa，petDa，petL

	
	ATP synthase gene 
	atpA，atpB，atpE，atpFa，atpH，atpI  

	
	NADH dehydrogenase gene 
	ndhAa，ndhBa,c，ndhC，ndhD，ndhE，ndhF，ndhG， ndhH，ndhI，ndhJ，ndhK

	
	Rubis CO large subunit gene
	rbcL

	Self-replication gene   
	RNA polymerase gene 
	rpoA，rpoB，rpoC1a，rpoC2

	
	Ribosomal proteins (SSU) gene 
	rps2，rps3，rps4，rps7c，rps8，rps11，rps12b,c，rps14， rps15，rps16a，rps18，rps19c

	
	Ribosomal proteins (LSU) gene
	rpl2，rpl14，rpl16a，rpl20，rpl22，rpl23c ，rpl32，rpl33， rpl36 

	
	Ribosomal RNAs gene 
	rrn4.5c ，rrn5c ，rrn16c ，rrn23c 

	
	Transfer RNAs gene
	trnA-UGCa,c，trnC-GCA，trnD-GUC，trnE-UUC，trnfM-CAU， trnF-GAA，trnG-GCC，trnG-UCCa ，trnH-GUG ，trnI-CAU， trnI-GAUa,c，trnK-UUUa，trnL-CAA ，trnL-UAA ，trnL-UAG， trnM-CAU，trnN-GUU ，trnP-UGG，trnQ-UUG，trnR-ACG， trnR-UCU，trnS-GCU，trnS-GGA，trnS-UGA，trnT-GGU， trnT-UGU，trnV-GAC，trnV-UACa，trnW-CCA，trnY-GUA

	Other genes
	Translational initiation factor gene 
	infA

	
	Maturase K gene 
	matK

	
	Subunit of acetyl-Co A gene 
	accD 

	
	Envelop membrane protein gene
	cemA  

	
	c-type cytochrome synthesis gene 
	ccsA

	
	Protease gene 
	clpPb

	
	Hypothetical chloroplast reading frames（ycf） 
	ycf1c ，ycf2c ，ycf15，pafIb，pafII


Note：a and b present an intron and two introns in protein-coding genes，respectively. c present two copies of genes.

Table S2 List of genes found in leafy sweet potato mitochondria genome
	Group of genes
	 Gene name
	 Length  
	Start codon
	Stop codon
	 Amino acids

	ATP synthase
	atp1
	1530
	ATG
	TAA
	510

	
	atp4
	579
	ATG
	TGA
	193

	
	atp6
	1155
	ATG
	TAG
	385

	
	atp8
	477
	ATG
	TAA
	159

	
	atp9
	318
	ATG
	TAA
	106

	NADH dehydrogenase
	nad1
	978
	ATG
	TAA
	326

	
	nad2*
	1467
	ATG
	TAA
	489

	
	nad3
	357
	ATG
	TAA
	119

	
	nad4L
	303
	ACG
	TAA
	101

	
	nad5
	2004
	ATG
	TAA
	668

	
	nad6
	618
	ATG
	TAA
	206

	
	nad7*
	1185
	ATG
	TAA
	395

	
	nad4*
	1488
	ATG
	TGA
	496

	Cytochrome c biogenesis
	ccmB
	627
	ATG
	TGA
	209

	
	ccmC
	747
	ATG
	TGA
	249

	
	ccmFc1
	1104
	ATG
	TGA
	368

	
	ccmFc2
	1107
	ATG
	TGA
	369

	
	ccmFn
	1764
	ATG
	TAA
	588

	Maturases
	matR 
	1968
	ATG
	TAG
	656

	Ubichinol cytochrome c reductase
	cob 
	1182
	GTG
	TGA
	394

	Cytochrome c oxidase
	cox1*
	1584
	ATG
	TAA
	528

	
	cox2*
	783
	ATG
	TAA
	261

	
	cox3
	798
	ATG
	TGA
	266

	Transport membrane protein 
	mttB
	798
	TTG
	TAA
	266

	Ribosomal proteins (LSU)
	rpl5
	555
	ATG
	TAA
	185

	
	rpl10
	489
	ATG
	TAA
	163

	
	rpl14
	318
	ATG
	TGA
	106

	
	rpl16
	516
	ATG
	TAA
	172

	
	rpl36
	114
	ATG
	TAG
	38

	
	rps1 
	597
	ATG
	TGA
	199

	
	rps3*
	1671
	TTG
	TAA
	557

	
	rps4
	933
	ATG
	TAA
	311

	
	rps10*
	363
	ACG
	TGA
	121

	
	rps12
	378
	ATG
	TGA
	126

	
	rps13
	351
	ATG
	TGA
	117

	
	rps14
	303
	ATG
	TAG
	101

	
	rps19
	285
	ATG
	TGA
	95

	[bookmark: _Hlk103710171]Succinate dehydrogenase
	sdh4
	408
	ATG
	TAG
	136

	RNA polymerase
	RNA polymerase
	2508
	ATG
	TGA
	836

	rRNA
	rrnS
	1942
	
	
	

	
	rrn5
	119
	
	
	

	
	rrnL
	3377
	
	
	

	
	rrn16
	1490
	
	
	

	tRNA
	trnM-CAT
	77
	
	
	

	
	trnH-GTG
	74
	
	
	

	
	trnS-GGA
	87
	
	
	

	
	trnP-UGG
	74
	
	
	

	
	trnW-CCA 
	74
	
	
	

	
	trnS-AGA 
	70
	
	
	

	
	trnQ-UUG
	72
	
	
	

	
	trnM-CAU 
	73
	
	
	

	
	trnS-UGA 
	87
	
	
	

	
	trnI-UAU 
	76
	
	
	

	
	trnfM-CAT 
	74
	
	
	

	
	trnP-UGG 
	75
	
	
	

	
	trnF-GAA 
	74
	
	
	

	
	trnS-GCU
	88
	
	
	

	
	trnK-UUU
	73
	
	
	

	
	trnD-GUC 
	74
	
	
	

	
	trnE-UUC 
	72
	
	
	

	
	trnG-GCC 
	72
	
	
	

	
	trnC-GCA 
	71
	
	
	

	
	trnI-GAU 
	88
	
	
	

	
	trnN-GTT 
	72
	
	
	

	
	trnY-GTA 
	83
	
	
	

	
	trnnull-NNN
	60
	
	
	

	
	trnnull-NNN
	57
	
	
	


Note: *means the gene had intron.



Table S3 RSCU of amino acids in leafy sweet potato chloroplast genome
	Amino acid
	Codon
	RSCU
	Number
	Amino acid
	Codon
	RSCU
	Number

	Ala（A）
	GCA
	0.962 
	165
	Lys（K）
	AAA
	1.163 
	311

	
	GCC
	0.933 
	160
	
	AAG
	0.837 
	224

	
	GCG
	0.507 
	87
	Met（M）
	ACG
	0.026 
	2

	
	GCT
	1.598 
	274
	
	ATG
	3.936 
	306

	Arg（R）
	AGA
	1.512 
	187
	
	GTG
	0.013 
	1

	
	AGG
	0.752 
	93
	
	TTG
	0.026 
	2

	
	CGA
	1.286 
	159
	Phe（F）
	TTC
	0.835 
	316

	
	CGC
	0.526 
	65
	
	TTT
	1.165 
	441

	
	CGG
	0.687 
	85
	Pro（P）
	CCA
	1.100 
	168

	
	CGT
	1.237 
	153
	
	CCC
	0.714 
	109

	Asn（N）
	AAC
	0.637 
	127
	
	CCG
	0.714 
	109

	
	AAT
	1.363 
	272
	
	CCT
	1.473 
	225

	Asp（D）
	GAC
	0.603 
	113
	Ser（S）
	AGC
	0.575 
	100

	
	GAT
	1.397 
	262
	
	AGT
	1.103 
	192

	Cys（C）
	TGC
	0.728 
	63
	
	TCA
	1.115 
	194

	
	TGT
	1.272 
	110
	
	TCC
	0.931 
	162

	Gln（Q）
	CAA
	1.481 
	228
	
	TCG
	0.816 
	142

	
	CAG
	0.519 
	80
	
	TCT
	1.460 
	254

	Glu（E）
	GAA
	1.308 
	323
	Terminator
	TAA
	1.425 
	19

	
	GAG
	0.692 
	171
	
	TAG
	0.375 
	5

	Gly（G）
	GGA
	1.475 
	274
	
	TGA
	1.200 
	16

	
	GGC
	0.506 
	94
	Thr（T）
	ACA
	1.013 
	140

	
	GGG
	0.678 
	126
	
	ACC
	1.063 
	147

	
	GGT
	1.341 
	249
	
	ACG
	0.571 
	79

	His（H）
	CAC
	0.511 
	72
	
	ACT
	1.353 
	187

	
	CAT
	1.489 
	210
	Trp（W）
	TGG
	1.000 
	165

	Ile（I）
	ATA
	0.885 
	264
	Tyr（Y）
	TAC
	0.507 
	96

	
	ATC
	0.801 
	239
	
	TAT
	1.493 
	283

	
	ATT
	1.314 
	392
	Val（V）
	GTA
	1.195 
	202

	Leu（L）
	CTA
	0.876 
	175
	
	GTC
	0.675 
	114

	
	CTC
	0.656 
	131
	
	GTG
	0.775 
	131

	
	CTG
	0.521 
	104
	
	GTT
	1.355 
	229

	
	CTT
	1.287 
	257
	
	
	
	

	
	TTA
	1.457 
	291
	
	
	
	

	
	TTG
	1.202 
	240
	
	
	
	




Figure S1 The distribution of RNA-editing sites in Ipomoea batatas cpDNA and mtDNA protein-coding genes. The gray bars represent the number of RNA-editing sites of each gene
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