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Fig. S1 Morphological clustering analysis
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Fig. S2 Polymorphic simple sequence repeats (SSRs) in Bupleurum chinense plastid genome (n=40)
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Fig. S3 Chronogram presenting estimated divergence times by BEAST based on complete plastid genomes with a calibration point. Numbers above represent the 95% highest posterior density (95% HPD) for each node. Bars indicate the 95% highest posterior density (HPD) credibility intervals for node ages (in Myr ago). The scale axis is in millions of years ago (Mya) 
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[bookmark: _Hlk169167567]Fig. S4 Analysis of geographical isolation mode
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[bookmark: _GoBack]Fig. S5 HPLC chromatograms of reference solution (a) and test solution (b)



Table S1 Plant specimen information in the Chinese Virtual Herbarium
	Sample abbreviation
	Location
	Specimen voucher
	Species

	JSYX
	Yixing, Jiangsu
	611
	B. chinense

	JSYTS
	Yuntaishan, Jiangsu
	/
	B. chinense

	HNXX_1
	Lushi, Henan
	D608-1
	B. chinense

	HNXX_2
	Lushi, Henan
	D608-2
	B. chinense

	AHSCa
	Shucheng, Anhui
	4474
	B. chinense

	AHSCb
	Shucheng, Anhui
	4062
	B. chinense

	ZJZD
	Zhengdong Peak, Zhejiang
	1223
	B. chinense

	ZJLA
	Linan, Zhejiang
	8018
	B. chinense

	AHXX
	Xiaoxian, Anhui
	606
	B. chinense

	FJZZ
	Zhangzhou,Fujian
	ZXF39575
	B. chinense

	HuBHB_1
	Huangbei, Wuhan, Hubei
	ZXX202333-1
	B. chinense

	HuBHB_2
	Huangbei, Wuhan, Hubei
	ZXX202333-2
	B. chinense

	SXGD
	Gaodi Mountain, Shanxi
	1730
	B. chinense

	SXLC
	Lichuang, Shanxi
	18815
	B. chinense

	BJMF
	Miaofeng Mountain, Beijing
	2787
	B. chinense

	HuBDJH
	Dajiuhu, Shennongjia, Hubei
	16031-5
	B. chinense

	HuBHG
	Luotian, Huanggang, Hubei
	ZHUXX147
	B. chinense

	SXWTc
	Wutai, Shanxi
	1228
	B. chinense f. octoradiatum

	BJBHS
	Baihua Mountain, Beijing
	s.n.
	B. chinense f. octoradiatum

	HBYX
	Yuxian, Hebei 
	 02344
	B. chinense f. octoradiatum

	HBXWT
	Xiaowutai, Hebei
	2946
	B. chinense f. octoradiatum

	HBYX
	Yuxian, Hebei
	2344
	B. chinense f. octoradiatum

	SDYT
	Yantai, Shandong
	456
	B. chinense

	SDTSa
	Taishan, Shandong
	78
	B. chinense

	SDTSb
	Taishan, Shandong
	456
	B. chinense

	LNQZ
	Qiaozi, Liaoning
	s.n.
	B. chinense

	LNSJ
	Songjiang, Liaoning
	4403
	B. chinense

	JLXBS
	Xiaobaishan, Liaoning
	s.n.
	B. chinense

	JLWT
	Wutai, Jiling
	2055
	B. chinense

	BJ_BJa
	Beijing 
	10571
	B. chinense f. pekinense

	SXJXS
	Jiexiu, Shanxi
	2786
	B. chinense f. pekinense

	HBCH
	Chaha, Hebei
	K.956
	B. chinense f. pekinense

	HBZJK
	Zhangjiakou, Hebei
	1726
	B. chinense f. pekinense

	TJJX
	Jixian, Tianjin
	4503
	B. chinense f. pekinense

	HBSHG
	Shanhaiguan, Hebei
	0421
	B. chinense f. pekinense

	SAXMX
	Meixian, Shannxi 
	1616
	B. chinense f. pekinense

	HBZHL
	Zanhuangxian, Hebei
	881
	B. chinense f. pekinense

	BJCPa
	Changping, Beijing
	2040
	B. chinense f. pekinense

	BJCPb
	Changping, Beijing
	2026
	B. chinense f. pekinense

	HBNQa
	Qiuxian,Hebei
	662
	B. chinense f. pekinense

	HBNQb
	Qiuxian,Hebei
	13213
	B. chinense f. pekinense

	BJNK
	Nankou, Beijing 
	485
	B. chinense f. pekinense

	BJ_BJb
	Beijing 
	34
	B. chinense f. pekinense










[bookmark: _Hlk168297497]Table S2 Morphological characteristics of B. chinense (n=124)
	[bookmark: _Hlk168236981]Morphological characteristics
	Max value
	Min value
	Mean±SD
	Variable coefficient %
	P value

	Root length(cm)
	17.10 
	4.30 
	9.78 ± 2.66
	27.24 
	<0.001

	Root diameter(cm)
	1.80
	0.20
	0.61 ± 0.36
	58.63
	<0.001

	Number of Root branch
	12
	1
	2.63 ± 2.41
	91.29
	<0.001

	[bookmark: _Hlk140766595]Number of stem branch
	44
	1
	4.06 ± 5.95
	146.46
	<0.001

	Height(cm)
	141.00
	10.80
	75.86 ± 22.01
	29.02
	<0.001

	Basal leaf length (cm)
	22.30
	4.30
	9.44 ± 3.30
	34.93
	<0.001

	[bookmark: _Hlk154758887]Basal leaf width of stem(cm)
	2.20
	0.27
	0.84 ± 0.37
	44.80
	<0.001

	Basal leaf length-width ratio (cm)
	35.33
	3.84
	12.30 ± 5.36
	43.61
	<0.001

	Middle leaf length (cm)
	15.80
	4.00
	8.46 ± 2.50
	29.52
	<0.001

	Middle leaf width (cm)
	2.30
	0.30
	0.87 ± 0.42
	47.84
	<0.001

	Middle leaf length-width ratio (cm)
	42.33
	4.45
	11.18 ± 5.44
	48.65
	<0.001

	Apical leaf length (cm)
	9.80
	2.20
	4.94 ± 1.70
	34.41
	<0.001

	Apical leaf width (cm)
	1.60
	0.20
	0.54 ± 0.21
	38.20
	<0.001

	Apical leaf length-width ratio (cm)
	49.00
	3.14
	9.86 ± 4.76
	48.29
	<0.001

	Number of rays
	12
	3
	6.58 ± 1.91
	28.99
	<0.001

	ray width (mm)
	3.1.0
	0.18
	0.56 ± 0.59
	105.32
	<0.001

	Number of bracts
	5
	0
	1.40 ± 0.94
	67.21
	<0.001

	Bract length(mm)
	7
	0
	0.62 ± 0.96
	155.91
	<0.001

	[bookmark: _Hlk154758938]Bract width(mm)
	0.90
	0
	0.14 ± 0.18
	124.69
	<0.001

	Length-width ratio of bract
	16.67
	0
	5.30 ± 3.89
	73.11
	<0.001

	Number of bracteoles
	5
	5
	5.00 ± 0.00
	0
	/

	[bookmark: _Hlk149578224]Bracteole length(mm)
	3.00
	0.08
	0.54 ± 0.77
	143.09
	<0.001

	Bracteole width(mm)
	1.10
	0.01
	0.17 ± 0.24
	142.90
	<0.001

	[bookmark: _Hlk139442672]Length-width ratio of bracteole
	25.00
	1.00
	4.28 ± 3.95
	92.19
	<0.001

	Number of flowers
	13 
	6 
	8.40 ± 1.71
	20.38
	<0.001




Table S3 Eigenvalues, contribution ratio accumulative contribution ratio and representative character of the principal components
	Principal component
	Eigenvalue
	Contribution ratio %
	Cumulative contribution %
	[bookmark: _Hlk166148797]Representative character

	1
	5.802
	27.628
	27.628
	middle leaf length, apical leaf length, ray width, bract length, bract width, bracteole length

	2
	3.519
	16.756
	44.384
	basal width, apical leaf length-width ratio, middle leaf width, middle leaf length-width ratio, apical leaf length

	3
	2.353
	11.204
	55.587
	ray numbers

	4
	1.445
	6.882
	62.470
	length-width ratio of bract

	5
	1.264
	6.017
	68.486
	bract number

	6
	1.160
	5.523
	74.009
	/


















Table S4 Summary of plastid features in B. chinense
	[bookmark: _Hlk145511154]Sample
	LSC length
(bp)
	SSC length
(bp)
	IR length
(bp)
	GC content
(%)
	Number of genes
	Number of protein-coding genes
	Number of tRNA genes
	Number of rRNA genes

	NMGWC
	85,709
	17,493
	26,291
	37.7
	134
	87
	37
	8

	BJ2
	85,627
	17,602
	26,317
	37.6
	134
	87
	37
	8

	BJ3
	85,766
	17,517
	26,294
	37.7
	134
	87
	37
	8

	SXHY_1
	85,688
	17,499
	26,296
	37.7
	134
	87
	37
	8

	SXHY_2
	85,705
	17,501
	26,302
	37.7
	134
	87
	37
	8

	SXWTa
	85,490
	17,503
	26,296
	37.7
	134
	87
	37
	8

	[bookmark: _Hlk141427240]SXWTb
	85,689
	17,501
	26,302
	37.7
	133
	86
	37
	8

	SXNW
	85,384
	17,501
	26,309
	37.7
	134
	87
	37
	8

	SXTY_1
	85,674
	17,524
	26,299
	37.7
	134
	87
	37
	8

	SXTY_2
	85,666
	17,524
	26,299
	37.7
	134
	87
	37
	8

	HBWC
	86,715
	17,501
	26,290
	37.7
	134
	87
	37
	8

	HBXL
	85,458
	17,487
	26,290
	37.7
	134
	87
	37
	8

	HBZB_1
	85,775
	17,500
	26,295
	37.7
	134
	87
	37
	8

	HBZB_2
	84,682
	17,499
	26,304
	37.7
	134
	87
	37
	8

	HBQX_1
	85,655
	17,600
	26,317
	37.6
	134
	87
	37
	8

	HBQX_2
	85,608
	17,602
	26,317
	37.7
	134
	87
	37
	8

	HBLSa
	85,678
	17,598
	26,333
	37.6
	134
	87
	37
	8

	HBLSb
	85,664
	17,508
	26,292
	37.7
	134
	87
	37
	8

	HBXTa
	85,516
	17,504
	26,296
	37.7
	134
	87
	37
	8

	HBXTb
	85,785
	17,499
	26,300
	37.7
	134
	87
	37
	8

	HBSX_1
	85,541
	17,501
	26,295
	37.7
	134
	87
	37
	8

	HBSX_2
	85,541
	17,501
	26,295
	37.7
	134
	87
	37
	8

	SDHY_1
	85,680
	17,597
	26,291
	37.7
	134
	87
	37
	8

	[bookmark: _Hlk138150029]SDHY_2
	85,635
	17,597
	26,291
	37.7
	134
	87
	37
	8

	NXGY
	85,500
	17,501
	26,296
	37.7
	134
	87
	37
	8

	SAXTBa_1
	85,499
	17,496
	26,289
	37.7
	134
	87
	37
	8

	SAXTBa_2
	85,499
	17,496
	26,289
	37.7
	134
	87
	37
	8

	SAXTBb_1
	85,443
	17,505
	26,305
	37.7
	134
	87
	37
	8

	SAXTBb_2
	85,429
	17,500
	26,305
	37.7
	134
	87
	37
	8

	SAXZB_1
	85,351
	17,510
	26,295
	37.7
	134
	87
	37
	8

	SAXZB_2
	85,351
	17,510
	26,295
	37.7
	134
	87
	37
	8

	AHLA_1
	85,808
	17,537
	26,309
	37.7
	134
	87
	37
	8

	AHLA_2
	85,807
	17,537
	26,309
	37.7
	134
	87
	37
	8

	GSMJ
	85,435
	17,495
	26,310
	37.7
	134
	87
	37
	8

	GSLT
	85,461
	17,495
	26,310
	37.7
	134
	87
	37
	8

	GSYZ
	85,439
	17,512
	26,305
	37.7
	134
	87
	37
	8

	AHJZ_1
	85,721
	17,518
	26,296
	37.7
	134
	87
	37
	8

	AHJZ_2
	85,721
	17,519
	26,296
	37.7
	134
	87
	37
	8

	AHFX_1
	85,808
	17,537
	26,309
	37.7
	134
	87
	37
	8

	AHFX_2
	85,808
	17,536
	26,309
	37.7
	134
	87
	37
	8




[bookmark: _Hlk145947274]Table S5 List of genes encoded in B. chinense plastid genome
	Gene Category
	Gene Group
	Gene Name

	Photosynthesis related genes
	Subunits of photosystem Ⅰ
	psaA, psaB, psaC, psaI, psaJ, ycf3**, ycf4

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

	
	Cytochrome b/f complex
	petA, petB*, petD*, petG, petL, petN

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

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

	
	RubisCO large subunit
	rbcL

	Transcription and translation related genes
	Ribosomal proteins (small subunit))
	rps2, rps3, rps4, rps7(×2), rps8, rps11, rps12**(×2), rps14, rps15, rps16*, rps18, rps19(×2)

	
	Ribosomal proteins (large subunit))
	rpl2*(×2), rpl14, rpl16*, rpl20, rpl22, rpl23(×2), rpl32, rpl33, rpl36

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

	
	Transfer RNAs
	trnA-UGC*(×2), trnC-GCA, trnD-GUC, trnE-UUC, trnF-GAA, trnfM-CAU, 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

	
	DNA-dependent RNA polymerase
	ropA, ropB, ropC1*, ropC2

	
	Translational initiation factor
	infA

	
	Envelop membrane protein
	cemA

	
	Maturase K
	matK

	
	Component of TIC complex
	ycf1(×2)

	
	Subunits of Acetyl-CoA-carboxylase
	accD

	
	Genes of unknown
function
	ycf2(×2), ycf15(×2)


Notes: (×2): Two gene copies in the IRs; *: Gene containing one intron; **: Gene containing two introns.

Table S6 Type and position of SSRs in B. chinense plastid genomes
	Type
	Position

	A/T
	IGS: accD-psaI, atpA-atpF, atpB-rbcL, atpF-atpH, clpP-psbB, ndhC-trnV-UAC, ndhF-rpl32, ndhK-ndhC, petB-petD, petM-psbM, petN-psbM, psaI-ycf4, psbA-trnK-UUU-, psbA-ycf3, psbC-trnS-UGA, psbE-petL, psbH-petB, rpl16-rps3, rpl20-rps12, rpl22-rps19, rpl2-rps19, rpl32-trnL-UAG, rpl36-infA, rps12-clpP, rps12-ycf15, rps15-ycf1, rps16-trnQ-UUG, rps19-rpl2, rps2-rpoC2, rps8-rpl14, trnG-UCC-trnR-UCU, trnH-GUG-psbA, trnK-UUU-rps16, trnL-UAA-trnF-GAA, trnN-GUU-trnR-ACG, trnR-ACG-trnN-GUU, trnS-GCU-trnG-UCC, trnT-GGU-psbD, ycf15-rps12, ycf3-trnS-GGA, ycf4-cemA
Intron: atpF, clpP, rpoC1, rpoC2, rps16, trnA-UGC, trnK-UUU, ycf3, ycf4
Exon: ycf1, rpoC2, rpoA, rpoB, rpl16, ndhJ, ndhA, atpB

	G/C
	IGS: rpl2-rps19, rpl32-trnL-UAG, rpl32-trnL-UAG
Intron: rpoC1, rpoC2, trnA-UGC

	AT
	IGS: ndhE-ndhG, petA-psbJ, petM-psbM, rpl22-rps19, rpl33-rps18, rps15-ycf1, trnC-GCA-petN, trnF-GAA-ndhJ, trnL-UAA-trnF-GAA, trnT-GGU-psbD
Intron: clpP, ycf3
Exon: atpB, ndhJ

	TA
	IGS: atpF-atpH, ndhC-trnV-UAC, psbA-ycf3, rps4-trnT-UGU, trnC-GCA-petN, trnG-UCC-trnR-UCU
Intron: atpB

	GAA4
	IGS: trnK-UUU-rps16

	GAT4
	IGS: petN-psbM, trnT-GGU-psbD

	ATT4
	IGS: trnG-UCC-trnR-UCU,
Exon: ndhF, ycf1

	TAA4
	IGS: accD-psaI, ycf15-trnV-GAC

	TTA4
	IGS: atpF-atpH

	AAT5
	IGS: accD-psaI, psaI-ycf4

	TTTA3
	Intron: atpF

	TTAT3
	IGS: rbcL-accD

	ATAA3
	Intron: rpoC2

	AGAT3
	IGS: rpoB-trnC-GCA

	ATAG3
	IGS: trnS-GGA-rps4

	AATA3
	IGS: trnT-UGU-trnL-UAA

	ATTTA3
	IGS: trnT-UGU-trnL-UAA

	AAAT3
	IGS: rps2-rpoC2

	ATATT3
	IGS: trnK-UUU-rps16

	ATATA3
	IGS: accD-psaI
Exon: atpB, petB

	TATCC3
	IGS: rps2-rpoC2

	TTTAA3
	IGS: trnP-UGG-psaJ

	TGGAA3
	IGS: rpl16-rps3

	ATTTC2/3
	IGS: rps12-clpP, rpl20-rps12, petA-psbJ

	ATATAG3
	IGS: ycf3-trnS-GGA

	ATTAAA3
	IGS: ycf3-trnS-GGA

	TTGATA3
	Exon: ycf1

	TATCAA3
	Exon: petB

	GGGAAT3
	IGS: trnL-UAA-trnF-GAA



Table S7 Genetic diversity of different populations of B. chinense
	Location 
	Haplotype diversity (Hd)
	Nucleotide diversity (π)
	Haplotypes type

	Anhui
	0.917
	0.00103
	H1(3), H2(1), H3(1), H4(1)

	Hebei
	0.985
	0.00411
	H5(1), H6(1), H9(1), H12(1), H15(1), H24(2), H25(1), H29(1), H32(1), H33(1), H34(1)

	Shandong
	0
	0
	H7(2)

	[bookmark: _Hlk154655802]Inner Mongolia
	0
	0
	H8(1)

	Shanxi
	0.959
	0.00435
	H11(1), H13(1), H14(1), H16(1), H17(1), H23(1), H26(1)

	Shaanxi
	0.917
	0.00212
	H21(1), H22(1), H28(2), H30(2)

	Ningxia
	0
	0
	H27(1)

	Gansu
	0.778
	0
	H18(1), H19(1), H20(1)

	Beijing
	0.5
	0.00675
	H10(1), H31(1)




Table S8 Genetic diversity of different differentiation groups of B. chinense
	Group
	Haplotype diversity (Hd)
	Nucleotide diversity (Π)
	Haplotypes type

	[bookmark: _Hlk152008959]Ⅰ
	0.726
	0.00165
	H1(4), H2(10), H3(1), H4(2), H5(1), H6(1), H13(1)

	Ⅱ
	0.8
	0.00231
	H7(5), H8(3), H9(2), H14(5), H15(1)

	Ⅲ
	0.833
	0.00193
	H10(1), H11(2), H12(1)




[bookmark: OLE_LINK14]Table S9 Molecular analysis of variance (AMOVA) for the groups of B. chinense
	Source of variance
	Degrees of freedoms
	Sum of squares
	Variance components
	Percentage of variance (%)
	P value

	Among groups
	2
	3918.250
	160.96272 Va
	63.64
	<0.001

	Within groups
	37
	3402.425
	91.95743 Vb
	36.36
	<0.001

	Total
	39
	7320.675
	252.92015
	
	<0.001




Table S10 Group pairwise FST values
	
	Group Ⅰ
	Group Ⅱ
	Group Ⅲ

	Group Ⅰ
	0
	
	

	Group Ⅱ
	0.57455
	0
	

	Group Ⅲ
	0.6945
	0.75171
	0




Table S11 The linear relationships of three saikosaponins
	component
	regression equation
	linear range（μg）
	Correlation coefficient

	SSa
	Y=1168200X-37189.63
	0.06312~2.020
	0.9997

	SSc
	Y=998937.2X-7401.899
	0.06266~2.005
	0.9995

	SSd
	Y=1212610X-42176.015
	0.06484~2.075
	0.9997




Table S12 Precision, repeatability and stability test of three saikosaponins in B. chinense (n=6)
	
	SSa
	SSc
	SSd

	
	peak area
	RSD %
	peak area
	RSD %
	peak area
	RSD %

	Precision test
	1835324
	0.69
	1579893
	1.11
	1959775
	0.64

	
	1857805
	
	159694
	
	1981082
	

	
	1854314
	
	1585404
	
	1972257
	

	
	1865685
	
	1590244
	
	1989913
	

	
	1867871
	
	1598327
	
	1989759
	

	
	1842873
	
	1550428
	
	1965850
	

	Repeatability test
	1914880
	0.91
	602483
	1.75
	1418306
	1.36

	
	1922930
	
	611700
	
	1410138
	

	
	1917837
	
	609798
	
	1412322
	

	
	1921589
	
	605795
	
	1378734
	

	
	1885898
	
	590114
	
	1388955
	

	
	1886212
	
	586200
	
	1373431
	

	Stability test
	1914880
	1.99
	602483
	1.66
	1418306
	1.3

	
	1821527
	
	610756
	
	1398721
	

	
	1899898
	
	592114
	
	1389954
	

	
	1886518
	
	586214
	
	1373430
	

	
	1921930
	
	609789
	
	1420136
	

	
	1917839
	
	605796
	
	1412321
	




Table S13 Accuracy test of three saikosaponins in B. chinense
	component
	weighing quantity (g)
	theoretical content (mg)
	addition amount (mg)
	measured content (mg)
	recovery rate (%)
	mean recovery rate
(%)
	RSD
(%)

	SSa
	0.2008
	0.7526
	0.7480
	1.498
	99.65
	99.37
	0.75

	
	0.2000
	0.7451
	0.7480
	1.493
	99.99
	
	

	
	0.2006
	0.7503
	0.7480
	1.497
	99.83
	
	

	
	0.2006
	0.755
	0.7480
	1.490
	98.26
	
	

	
	0.2005
	0.7492
	0.7480
	1.498
	100.11
	
	

	
	0.204
	0.744
	0.7480
	1.480
	98.40
	
	

	SSc
	0.2008
	0.2907
	0.2870
	0.5780
	100.10
	98.64
	1.48

	
	0.2000
	0.2805
	0.2870
	0.5625
	98.26
	
	

	
	0.2006
	0.2911
	0.2870
	0.5773
	99.72
	
	

	
	0.2006
	0.2956
	0.2870
	0.5760
	97.70
	
	

	
	0.2005
	0.2873
	0.2870
	0.5744
	100.03
	
	

	
	0.2004
	0.2804
	0.2870
	0.5560
	96.03
	
	

	SSd
	0.2008
	0.5634
	0.5610
	1.120
	99.22
	98.24
	1.10

	
	0.2000
	0.5567
	0.5610
	1.101
	97.02
	
	

	
	0.2006
	0.5619
	0.5610
	1.111
	97.88
	
	

	
	0.2006
	0.5623
	0.5610
	1.124
	100.12
	
	

	
	0.2005
	0.5616
	0.5610
	1.107
	97.22
	
	

	
	0.2004
	0.5575
	0.5610
	1.107
	97.95
	
	




Table S14 The content of saikosaponin in different batches of B. chinense
	[bookmark: _Hlk140844307]Sample
	SSa (%)
	SSc (%)
	SSd%
	(SSa+SSd) %

	AHJZ
	0.287±0.046
	0.151±0.018
	0.179±0.040
	0.466±0.080

	AHLA
	1.164±0.253
	0.339±0.023
	1.238±0.114
	2.402±0.329

	AHFX
	0.900±0.055
	0.447±0.031
	1.343±0.035
	2.243±0.090

	HBXTa
	[bookmark: OLE_LINK9]0.376±0.045
	0.140±0.015
	0.281±0.014
	0.656±0.057

	HBXTb
	1.206±0.158
	0.534±0.081
	0.978±0.171
	2.183±0.319

	HBLSa
	0.226±0.001
	0.171±0.002
	0.189±0.001
	0.415±0.002

	HBSX
	0.301±0.008
	0.134±0.005
	0.236±0.013
	0.536±0.019

	SXWTa
	0.260±0.013
	0.170±0.011
	0.253±0.020
	0.513±0.031

	SXWTb
	0.313±0.034
	0.168±0.007
	0.241±0.110
	0.554±0.088

	SXTY
	0.197±0.013
	0.167±0.013
	0.157±0.012
	0.354±0.023
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