[bookmark: _Hlk172664521]Table S1 Sample information of P. lactiflora
	Location
	Population code
	Longitude (°N)
	Latitude (°E)
	Alt. (m) 
	n

	Zhalaid Banner ,Inner Mongolia
	ZBIM
	47.30 
	122.43 
	270
	38

	Hulunbuir, Inner Mongolia
	HIM
	49.21 
	119.74 
	622
	38

	Chifeng, Inner Mongolia
	CIM
	42.27 
	118.96 
	622
	20

	Dalian, Liaoning
	DL
	38.95 
	121.53 
	10
	24

	Jilin, Baishan
	JB
	34.23 
	108.93 
	344
	24

	Jixi, Heilongjiang
	JH
	45.34 
	131.01 
	530
	46

	Chengde, Hebei
	CH
	40.96 
	117.80 
	488
	56



[bookmark: _Hlk149660490][bookmark: _Hlk172664536]Table S2 The primers of P. lactiflora rpoB and psbK-psbI fragment sequences
	Gene
	Primer orientation
	Primer sequences (5′–3′)

	rpoB
	Forward
	GTAGCGGCAGGAAATTCTTTG

	
	Reverse
	CATTCATGCGTGAAGGTACTC

	psbK-psbI
	Forward
	TCGTTACTATAATACTGTCCT

	
	Reverse
	TACACAATCTCCAAGATCATT



[bookmark: _Hlk149660512][bookmark: _Hlk172664605][bookmark: _Hlk172664563]Table S3 Comparison of chloroplast genome characteristics of five P. lactiflora
	Species
	Genome
	LSC
	SSC
	IR
	CDS

	
	Length/bp
	G+C/%
	Length/bp
	G+C/%
	Length/bp
	G+C/%
	Length/bp
	G+C/%
	Length/bp
	G+C/%

	[bookmark: OLE_LINK2]P. lactiflora 1
	152,748
	38.4
	84,415
	36.7
	16,973
	32.7
	25,680
	41.3
	77,302
	38.5

	P. lactiflora 2
	152,761
	38.4
	84,405
	36.7
	17,038
	32.7
	25,659
	41.3
	77,317
	38.6

	P. lactiflora 3
	152,730
	38.4
	84,402
	36.7
	16,968
	32.7
	25,680
	41.3
	77,317
	38.6

	P. lactiflora 4
	152,780
	38.4
	84,421
	36.7
	17,039
	32.7
	25,660
	41.3
	77,317
	38.6

	P. lactiflora 5
	152,749
	38.4
	84,415
	36.7
	16,974
	32.7
	25,680
	41.3
	77,302
	38.5



[bookmark: _Hlk172664620]Table S4 Composition of genes in the chloroplast genome of P. lactiflora
	Category
	Gene group
	Gene name

	Self-replication
	Transfer RNAs
	trnA-UGC*(2)，trnC-GCA，trnD-GUC，trnE-UUC，trnF-GAA，trnG-GCC，trnG-UCC*，trnH-GUG，trnI-CAU(2)，trnI-GAU*(2)，trnK-UUU*，trnL-CAA(2)，trnL-UAA*，trnL-UAG，trnM-CAU，trnN-GUU(2)，trnP-UGG，trnQ-UUG，trnR-ACG(2)，trnR-UCU，trnS-GCU，trnS-GGA，trnS-UGA，trnT-GGU，trnT-UGU，trnV-GAC(2)，trnV-UAC*，trnW-CCA，trnY-GUA，trnfM-CAU

	Other genes
	Maturase
	matK

	
	Protease
	clpP**

	
	Envelope membrane protein
	cemA

	
	Acetyl-CoA carboxylase
	accD

	
	c-type cytochrome synthesis gene
	ccsA

	
	Translation initiation factor
	-

	
	other
	-

	Genes of unknown function
	Conserved 
hypothetical chloroplast ORF
	ycf1，ycf15(2)，ycf2(2)，ycf3**，ycf4

	Photosynthesis
	Subunits of photosystem I
	psaA，psaB，psaC，psaI，psaJ

	
	Subunits of photosystem II
	psbA，psbB，psbC，psbD，psbE，psbF，psbH，psbI，psbJ，psbK，psbL，psbM，psbN，psbT，psbZ

	
	Subunits of NADH dehydrogenase
	ndhA*，ndhB*(2)，ndhC，ndhD，ndhE，ndhF，ndhG，ndhH，ndhI，ndhJ，ndhK

	
	Subunits of cytochrome b/f complex
	petA，petB*，petD*，petG，petL，petN

	
	Subunits of ATP synthase
	atpA，atpB，atpE，atpF*，atpH，atpI

	Self-replication
	Proteins of large ribosomal subunit
	rpl14，rpl16*，rpl2*(2)，rpl20，rpl22，rpl23(2)，rpl32，rpl33，rpl36

	
	Proteins of small ribosomal subunit
	rps11，rps12，rps12*(2)，rps14，rps15，rps16*，rps18，rps19，rps2，rps3，rps4，rps7(2)，rps8

	
	Subunits of RNA polymerase
	rpoA，rpoB，rpoC1*，rpoC2

	
	Ribosomal RNAs
	rrn16(2)，rrn23(2)，rrn4.5(2)，rrn5(2)


Note: （1）*: The gene with one intron; **: The gene with two introns; (2): The copy number of the multi-copy gene; NADH: Nicotinamide adenine dinucleotide; ATP: Adenosine triphosphate; CoA:Coenzyme A; ORF: Open reading frame


[bookmark: _Hlk172664666]Table S5 rpoB variant site
	Haplotype 
	variant site /bp

	
	108
	179
	277
	498
	499
	500

	HapB1
	T
	T
	C
	A
	A
	C

	HapB2
	*
	*
	T
	*
	*
	*

	HapB3
	G
	*
	T
	G
	T
	T

	HapB4
	*
	*
	T
	G
	T
	T

	HapB5
	*
	C
	T
	*
	*
	*


Note: *: The same base as the first column




[bookmark: _Hlk172664676]Table S6 psbK-psbI variant sites
	Haplotype
	variant site /bp

	
	67
	74
	265
	266
	317
	357

	HapK1
	A
	A
	T
	-
	T
	C

	HapK2
	*
	G
	-
	*
	*
	*

	HapK3
	*
	*
	*
	*
	C
	*

	HapK4
	*
	G
	*
	*
	*
	A

	HapK5
	*
	G
	*
	*
	*
	*

	HapK6
	C
	G
	*
	*
	*
	*

	HapK7
	*
	G
	-
	*
	*
	A

	HapK8
	C
	G
	-
	*
	*
	*

	HapK9
	*
	*
	*
	T
	*
	*


Note: *: The same base as the first column

[bookmark: _Hlk172664703]Table S7 Genetic diversity parameters of cpDNA of P. lactiflora
	Population
	S
	h
	Hd
	Pi×10-3

	NZL
	8
	7
	0.871
	3.16

	NHL
	8
	6
	0.854
	3.12

	NC
	3
	3
	0.000
	1.38

	HBCD
	1
	2
	0.485
	0.75

	LNDL
	7
	3
	0.682
	3.39

	HLJJX
	2
	2
	0.293
	1.01

	JLBS
	5
	4
	0.778
	2.26

	Total
	10
	11
	0.786
	2.81





[image: 图片包含 表格

描述已自动生成]


Figs.1  A: rpoB PCR gel electropherogram. (M:Marker DL2000bp) 
      B: psbK-psbI PCR gel electropherogram. (M:Marker DL2000bp）
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