Table S1 Basic information of assembled Mitochondrial genome
	Accession number
	Species name
	Size
	GC content
	Annotation genes
(Excluding tRNA)
	Assembly data
	URL

	C_AA045706.1
	Asparagus taliensis
	512820
	46.58%
	39
	Illumina+ONT
	https://ngdc.cncb.ac.cn/genbase/review/28b5e88ff358

	C_AA045705.1
	Asparagus setaceus
	521341
	46.62%
	38
	Illumina+ONT
	https://ngdc.cncb.ac.cn/genbase/review/fc6feeebf451

	C_AA046735.1
	Asparagus angulofractus 
	382343
	46.38%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/d01705b2cd25

	C_AA046736.1
	Asparagus cochinchinensis
	549130
	46.7%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/0ec6da86aa39

	C_AA046737.1
	Asparagus dauricus
	370844
	46.36%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/730c9b3741dd

	C_AA046738.1
	Asparagus filicinus
	394939
	46.4%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/63ee04f79cc8

	C_AA046739.1
	Asparagus longifiorus
	429191
	46.43%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/84e259c8cf4a

	C_AA046741.1
	Asparagus meioclados
	456211
	46.4%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/57549f544e8a

	C_AA046742.1
	Asparagus neglectus
	414278
	46.3%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/09b091072f9c

	C_AA046743.1
	Asparagus oligoclonos
	436082
	46.5%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/48fcbdd982f2

	C_AA046744.1
	Asparagus persicus
	429191
	46.35%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/e39698649c4f

	C_AA046740.1
	Asparagus lycopodineus
	490498
	46.59%
	39
	Illumina
	https://ngdc.cncb.ac.cn/genbase/review/35444eccdad7

	NC_053642.1
	Asparagus officinalis
	492062
	45.98%
	39
	NCBI
	https://www.ncbi.nlm.nih.gov/nuccore/NC_053642.1/






Table S2. Annotated genes of mitochondria in Asparagus officinalis, Asparagus taliensis and Asparagus setaceus
	Species
	Asparagus officinalis(Reference)
	Asparagus taliensis
	Asparagus setaceus

	ComplexⅠ
	nad1,nad2,nad3,nad4, nad4L,nad5,nad6,nad7,
nad9
	nad1,nad2,nad3,nad4,nad4L,nad5,nad6,nad7,nad9
	nad1,nad2,nad3,nad4,nad4L,nad5,nad6,nad7,nad9

	ComplexⅡ
	
	
	

	ComplexⅢ
	cob
	cob
	cob

	ComplexⅣ
	cox1,cox2,cox3
	cox1,cox2,cox3
	cox1,cox2,cox3

	ComplexⅤ
	atp1,atp4,atp6,atp8,atp9
	atp1,atp4,atp6,atp8,atp9
	atp1,atp4,atp6,atp8,atp9

	Cytochrome
	ccmC,ccmFn,ccmB,ccmFc
	ccmC,ccmFn ccmB,ccmFc
	ccmC,ccmFn,ccmB

	Large subunit
	rpl5,rpl16
	rpl5,rpl16
	rpl5,rpl16

	Small subunit
	rps1,rps2,rps3,rps4,rps7,
rps11,rps13,rps14,rps12,
rps19
	rps1,rps2,rps3,rps4,rps7,
rps11,rps13,rps14,rps12,
rps19
	rps1,rps2,rps3,rps4,rps7,
rps11,rps13,rps14,rps12,
rps19

	Maturase
	matR
	matR
	matR

	Transport proteins
	mttB
	mttB
	mttB

	Ribosomal RNAs
	rrn5,rrn18,rrn26
	rrn5,rrn18,rrn26
	rrn5,rrn18,rrn26

	Transfer RNAs
	trnM-CAU,trnQ-UUG,trnS-GCU,trnF-GAA,trnP-UGG,trnK-UUU,trnH-GUG,trnC-GCA,trnY-GUA,trnE-UUC,trnS-UGA,trnW-CCA,trnD-GUC,trnN-GUU
	trnN-GUU,trnM-CAU,trnD-GUC,trnR-ACG,trnE-UUC,trnK-UUU,trnP-UGG,trnF-GAA,trnS-GCU,trnY-GUA,trnQ-UUG,trnT-UGU,trnC-GCA,trnH-GUG
	trnN-GUU,trnM-CAU,trnD-GUC,trnE-UUC,trnK-UUU,trnP-UGG,trnF-GAA,trnS-GCU,trnY-GUA,trnC-GCA,trnH-GUG,trnV-GAC,trnW-CCA,trnS-UGA

	Total 
	53
	53
	52





Table S5. Predicted RNA editing sites of atp1 gene in three species
	     Gene ID
	  Codon position
	Codon conversion
	Amino acid conversion

	     Aof_mt_atp1
	670
	Cca          Tca
	P          S

	
	971
	tCg           tTg
	S          L

	
	1039
	Ccc           Tcc 
	P          S

	
	1064
	tCg           tTg 
	S          L

	
	1168
	Cgc           Tgc 
	R          C

	
	1178
	tCa         tTa 
	S          L 

	
	1262
	cCc         cTc 
	P        L

	
	1292
	cCc           cTc 
	P        L

	
	1415
	cCa           cTa
	P        L

	
	1490
	cCa           cTa 
	P        L

	
	1499
	tCt            tTt 
	S          F

	
	
	
	

	     Ata_mt_atp1
	670
	Cca           Tca
	P          S

	
	971
	tCg           tTg
	S          L

	
	1039
	Ccc           Tcc 
	P          S

	
	1064
	tCg           tTg 
	S          L

	
	1168
	Cgc           Tgc 
	R          C

	
	1178
	tCa         tTa 
	S          L 

	
	1262
	cCc         cTc 
	P        L

	
	1292
	cCc           cTc 
	P        L

	
	1415
	cCa           cTa
	P        L

	
	1490
	cCa           cTa 
	P        L

	
	1499
	tCt            tTt 
	S          F

	
	
	
	

	      Ase_mt_atp1
	670
	Cca           Tca 
	P        S


	
	1039
	Ccc           Tcc
	P          S


Note: Aof_mt_atp1 means Asparagus officinalis atp1, Ata_mt_atp1 means Asparagus taliensis atp1, Ase_mt_atp1 means Asparagus setaceus atp1. The capital in the codon represents the edited site




Table S6. Primers for amplification of atp1 and ccmB gene DNA and cDNA
	Primer name
	Sequence（5’-3’）
	Length(bp)
	GC content(%)

	atp1_ALLF
	ATGGAATTCTCTCCCAGAGCTG
	22
	50.0

	atp1_ALLR
	TCATAGGTAAGGCAAAGCGC
	20
	50.0

	ccmB-F
	ATCTTCCCCTCCACACCAAT
	20
	50.0

	ccmB-R
	AACGGAGAGGAATAACCAATCG
	22
	45.5



