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Abstract: Objective To analyze the genetic diversity and genetic structure of 245 plant samples in Notopterygium incisum from
different regions. Methods Genetic diversity and genetic structure of 245 samples of N. incisum were studied using chloroplast
cpDNA trnT-trnL direct sequencing method and Neighbor-joining (NJ) method. Results Haplotype diversity (/d) and nucleotide
diversity (Pi) at the species level were 0.873 and 0.004 07, respectively. At the population level, Hd ranged with 0.000—0.900, and Pi
ranged with 0.000—0.054 4. It indicated that N. incisum had a moderate level of genetic diversity than N. franchetii plants of the genus
Notopterygium Boiss. Molecular variance analysis (AMOVA) indicated that high genetic differentiation (77.55%) existed among
populations, and gene flow was low (V,, = 0.145) among populations. Based on the NIJ tree, the 31 wild populations tested were
clustered into two groups. Conclusion N. incisum has the midium cpDNA diversity and higher population genetic differentiation.
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ng B, 10X 29 2.5 uL A1 1 U Taqg DNA %4
i (TaKaRa). ¥ ML R: 95 CHZEME: 2 min,
94 ‘CAZM: 30s, 53 CiR K 45, 72 CLEAH 1 min 45
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Table 1 Longitude, latitude, altitude, cpDNA Hd, and Pi averaged across loci of 31 N. incisum populations

S G Ji ke i 313 Hhm A% Hd Pi
Ql H RS 36°42.172' 102°23.540' 2935 8 0.464 0.035 000
Q2 g L1 36°55.614' 102°22.505' 2735 7 0 0
Q3 T8 37°22.352' 102°0.819' 3216 10 0 0
Q4 HEARIE 38°7.357' 100°11.542 3337 7 0.286 0.000 353
Qs T 35°50.889/ 99°355.540' 3635 6 0 0
Q6 R 34°35.958' 101°16.862' 3525 9 0.417 0.001 370
Q7 HIUFIL 34°36.397' 100°12.904' 4012 7 0 0
Q8 gL 32°44.374' 100°46.057' 3 600 4 0.500 0.008 190
Q9 HEAIR 33°22.069' 101°19.120’ 4013 10 0 0
Q10 s H 33°45.349' 99°33.707' 4012 8 0 0
Ql1 L= 33°2.882' 96°51.258' 4002 4 0.833 0.024 000
Q12 HEH % 33°8.019’ 97°27.944' 4401 17 0.228 0.000 437
Q13 HiRE 32°15.517 96°55.072' 3668 8 0 0
G2 HIR SR 38°5.480' 100°55.682' 3408 12 0.455 0.001 030
G3 HR W 34°37.371' 101°26.413 2765 10 0 0
G4 Ho A 35°43.819' 104°1.817’ 2958 10 0.511 0.050 600
GS HRA1E 35°13.512' 103°4.558' 3 164 7 0 0
G6 H e 34°35.910' 103°5.052' 3025 6 0 0
G7 HR I 34°54.291' 103°41.403' 2946 4 0 0
G8 Hf e i 34°6.031' 101°53.329' 3683 4 0.500 0.006 130
G9 Hr i 34°32.617' 102°31.825' 3683 8 0.464 0.039 000
S1 VY1 R 33°18.639’ 103°13.639' 3757 4 0.000 0
S2 g s 32°25.875' 102°37.618' 3963 5 0.900 0.033 100
S3 D) R 32°55.346' 101°34.190' 3493 8 0.250 0.001 470
S4 V91 IR B 31°47.110" 102°13.079' 3693 4 0.667 0.054 400
S5 YN 31°27.889’ 101°47.973' 3 808 15 0.533 0.038 900
S6 UPNbERS 31°0.495' 101°0.440’ 3 846 7 0.714 0.028 700
S7 IPIRERT 31°31.170' 99°58.579' 3 886 13 0.641 0.025 200
S8 a )i 31°36.030’ 100°42.474' 3 445 9 0.222 0.006 420
S9 PR 30°38.237' 101°38.108" 3 844 7 0 0
S10 V)i 31°31.399 102°22.572 3 654 7 0.286 0.000 720
Gt 245 0.873 0.004 070

2 HBR5NH
21 KR

XFIENE 31 HRJERE 245 MAMAR cpDNA
trnT-trn'T FEH ]y BEdt AT TP FLEXS . P4k
FEAE 753~847 bp, 7K 915 bp. A IFAHIA
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HVENT GenBank i i o M GE it iX— B
A MMEREER I, ks A 5 T fE8A T 5

By el Ry 72.72%, X5 K 2 50 Sk DNA 3
DRl 1] X 5k 4L ol ke o A 4210200
22 EEZHEM

R ZFEE SRS R GR 1D, EFl
KL, JE3E Hd=0.873, Pi=0.004 07; 7E)JafEK
Vb HA AR ARTE LA 0~0.900, Pi A4 TE A 0~
0.054 4; HrhPU 20 m ) Hd $5em (0.900), 1Y
JIZ R B BER Pi fcimr (0.054 4), 10 il L Bh
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Fig.1 NJ tree based on cpDNA #rn'T-frnLL haplotypes of V. incisum
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