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[ Abstract |

groups of Paeoniae lactiflora samples, which were distributed in the Zhejiang panan, Anhui haozhou, Sichuan zhongjiang and

Objective: This study used SCoT molecular marker technique to find the relationship between the 22

Shandong heze. Methods : Extracted Paeonia lactiflora DNA, Optimal PCR reaction system and found the best suitable for
SCoT molecular marker of P. lactiflora by orthogonal design. Screened the SCoT primers obtained from PCR
amplification. Finally, applied the NTSYS2. 10e software and the UPGMA method was used for cluster analysis. Results: Fin-
ded that SCoT primer sequence amplificated out 121 bands, included 77 polymorphism bands, polymorphic percentage was 63.6% ,
the varieties of similarity coefficient between 0.78 ~ 0.94, P.lactiflora of different regions were respectively divided into
category. Conclusion: The results showed that there was a rich genetic polymorphism of P. lactiflora in different habitats, and the
SCoT molecular marker was suitable for the study of the relationship between P. lactiflora from different sources. The effective differ-

entiation of P. lactiflora varieties from different habitats provided a strong reference for the cultivation and standardization of germ-
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plasm resources of P. lactiflora.
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FEANIRSF BTG 1Y), X REPZHIE T 1, 77
IR AESE IR X () B2 B HERRIT o SCoT bRicsh
£ 1 ISSR FRic Al RAPD FRicHIfE AR, BRI, A
%, siatfip L LGE, Z8%EFEE, T8
FHEBEF . HAT SCoT TR Zh i I FHHE® . 4k
Bk S, TR R SRR ] 381 RS
W RS AR A AT S BT FR R it e . AT
FEMH SCoT 7 FARCKT PN, Wil 2%, L
ML IZRTFEEPURAL G # Y 22 AN FEER FATHE R E
FIPRGR AW RGN . H AT 7K
B 22 AN EATE R RGO R San il ZREE,
ESTZND IR SR et g =

1 #MR5EFZE

1.1 APK

AR BWIL, 28 W, i AR3E 22 AR
JEREEATREN, 28] JH B 24 Q2 B i ) 2
E N HEA] Paeonia lactiflora Pall. | EUFARAR{RGFETH
T2 A PR /WAl o TR TE SRR i A5 8 K G
5, W 75% SRS R AF T - 80 CukAf 4
M, B ERIT

*1 HEREER

e o BT % O
Al =k} P. lactiflora Pall. LN 20174
A2 S P. lactiflora Pall. LM 20174
C1 HAY P. lactiflora Pall. pu i 20174
2 HA P. lactiflora Pall. PRI 20174
C3 AT P. lactiflora Pall. POIERYT 20174
C4 HAT P. lactiflora Pall. U H T 20174
cs A5 P. lactiflora Pall. PONIFRYT 20174
C6 =k} P. lactiflora Pall. puji sy 20174
71 SE] P. lactiflora Pall. Wi 20174
72 Sk P. lactiflora Pall. ViRAR-E57d 20174
73 =k} P. lactiflora Pall. W4z 20174
74 HAY P. lactiflora Pall. ViRAR =57 20174
A F145 P. lactiflora Pall. IZ4FE 20174
B FA] P. lactiflora Pall. IWARFE 20174
C HAY P. lactiflora Pall. 1 AR 20174
D =kl P. lactiflora Pall. T SERES 20174
E HAT P. lactiflora Pall. I ERES 20174
F HAY P. lactiflora Pall. 1 A 20174
G =kl P. lactiflora Pall. T ERES 20174
H S P. lactiflora Pall. I ZR e i3 20174
1 HAT P. lactiflora Pall. 1 AR 20174
J HAY P. lactiflora Pall. 1 A 20174

1. 2 s AR

SR, R E I % {X (Implen Nanopho-
tometer) , PCR ¢ ( BIO-RAD), &.[>#L( Eppendorf) ,
ARG KA (Thermo 902-ULTS ), FRIKX, FRIKIE (BIO-
RAD), HUKHL, Kitvhs, BERSRIX (BIO-RAD),

dNTPs . ExTagDNA & 4. Mg " . 10x ExTaq
Buffer, Loing Buffer ( Takala), Maker3 (]~ M 75 % A=
YR AR AT, B HE (Biowest), Golden View
BIRGE R AL St R BN AR R R A 7] ), TAE
(50 x) (AET), HEYHERH PR BOLH & (RRAAL) |
27 Collard Fl Mackill $2{4Lf) 36 2% SCoT 51414,

2 FiE

2.1 FEH 4] DNA $EHCS A5

SR PR AR 49 55 PR 2 7)o 4 BT A 4 ek 1)
K21 DNA, FHfiE 58 A% FR AR TN DNA ¥k B Fin 4l
JE o KA RE L DNA MR B2 20 ng -pL ' G E T
-20 CRIFE .
2.2 SCoT-PCR JZ Wik R IEA AL

PR L16 (5*) IR i (% 2), XF Mg*" |
dNTPs ¥ | ExTaq DNA ARG, 514981 DNA Hi5
AT 5 RE 4 KFMIERRE . PILAR G5 R T 1)
DNA F it , FEALPEZE S6 551 WE e 34519,
2% A 20 pl, 44 10 x PCR Buffer 2 pL, %4
SRR 2 IR,

2 PCREMEXEKRIRER

W#E Mg/ dNTP/ Taq/ 5191/ DNA/
A% mmol -L~" mmol -L™" U+20 pL™" wmol -L~" ng+20 uL~!
1 1.5 0.10 0.50 0.3 30
2 L5 0.15 0.75 0.4 40
3 1.5 0.20 1.00 0.5 50
4 15 0.25 1.25 0.6 60
5 2.00 0.10 0.75 0.5 60
6 2.00 0.15 0.50 0.6 50
7 2.00 0.20 1.25 0.3 40
8 2.00 0.25 1.00 0.4 30
9 2.5 0.10 1.00 0.6 40
10 2.5 0.15 1.25 0.5 30
11 2.5 0.20 0.50 0.4 60
12 2.5 0.25 0.75 0.3 50
13 3.00 0.10 1.25 0.4 50
14 3.00 0.15 1.00 0.3 60
15 3.00 0.20 0.75 0.6 30
16 3.00 0.25 0.50 0.5 40
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2.3 SCoT-PCR 2| ¥y vk

HRAE TE AR g0 45 R B S AR R X 36 255
Wkt , BOFAT4L
2. 4 3B R i

R S DT IR S . 75 PCR X1
50 C ~60 CyRBEX[E], BI 50 «C, 50.9 C, 52.3 C,
54 °C, 56.3°C, 58.1 C, 59.3 C, 60 C, 8 &
JEEA B A7 AR KU R 07 2 o
2.5 SCoT-PCR JZ A& R [ BIE S 22 A1 5 | Py i 16

VEFEWT VL. DU, BB = A AR ) A
DNA it , # M BRIk SCoT-PCR 1A R 17
SCoT 43 ¥ Fric, i & i 2 M 4F . 45747 3 M 1
G1EY/B
2.6 SCoT-PCR ¥4 54

PCR 34 s Wi A8 PCR A B #EAT, F 8RR
94 CHIZEYES min; 94 CAZ45 s, 55 CiE k45 s,
72 CHEAN 0 s, 35 MMEFF; 72 CIEM10 min, S5
4 CORAFo PIERBIEE RS, 10 L 3758 Py
A2 pL 6 x loading buffer F 2. 0% B Jg WHEE I, 7F
IXTAE HiAR 22 irif, 120 V, 30 min HLJK F A 5%
i, BERSUGA A
2.7 Bdla b

HAE PCR I8 My py s UK 45 21, X i i B2 T
BN B A R “0/17 RGE0 kA B, #or
SCoT #RiC Y 0/1 4R [4 , A NTSYS-pc2. 10 e #ffi5
R CINEORER (VRS G 2 R N 1 8 O B B N B RS
(UPGMA) AT I1HT

3 LIGHER

3.1 DNA $2HZ 5
SR T A R i TE A R SN TR
W e i R, A5 5 A260/A280 HI7E 1.7 ~
2.0 Z[a], UiHH DNA 4 45 &, #F & PCR # K
ZK,
3.2 SCoT-PCR JZ WA R IEASHAL S SR At
{15 14 S6 Aof FUSEAA 2R A1k i ik 4 SR LI
BHREREEE PN K OO 16 S S2ih 4 R %
STy, FFEGEERE . Wt 16 4, Ik
A TCEAITT 1 43, KW 1 ~16 LR Z 19 244 50
HAM MK H: 4.8,5,.9, 7,12, 7.6, 8,9, 3,
- 660 -

10, 5, 15, 16, 14 73, KB IRN], DASS 15 43t
SyEEr, A ERCAHIE WL, RIS B IA R A
1 xPCR buffer, 3 mmol - L™" Mg’*, 0.2 mol - L™
dNTPs, 0.6 pmol - L™" primer, 0.75 U ExTaq [,

30ngDNA #Af o

M 1 2 3 4 5 6 7 8 9 1011 1213 141516

W 1 ~16 A RIEAE 1 ~16 4R[E PCR M AR,
1 SCoT EX{RRMALEXRE

3.3 51¥iive SR KGR EE Ak

PSR HE R AR R0 36 2% SCoT 3 1 5 | 9 1k 4 7 Ui
e, HE 2 WIS 14 K5I TE 2, 178
AR GREE BB Tk, RAE G SR WA, R
FHIX ) 3 B X i % 19 51 4 32 47 VG e fie 2 3K A5 78
53 °C, 56 °C, 57 °C, 59 CPYNEEYH R 13 &
519, Horp S29 F1 S30 551 4 AR K L EE A O
WrE 3,

T 1~36 205004 S1~S36 5514,
2 36 %500 Bk E

S29 S30
4 5 6 78 M1 2 3 4 5 6 7 8

1 2 3

e 1~8 535109 50 °C ~60 CHEEIIE
3 529 #0830 7 8 MR E T4 IEHEIKE
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3.4 SCoT § 34 i Z AWy

AW, DU, 22 = e 2 e K AR ol o
BKALAIE Y 13 255|247 Z A0k, &5
12 Ry A ROE . WM. 28 FEE MG
(#£3). R 12 F5190%F 24 3B RLEET SCoT 4
W, ORI R 121 4%, Hrh 2 &AL 7T
&, ZBMA AR 63.6%, ZEMELRE
w, TESFOKFUESE T EATHA 5 N L £

S7 S10 S34 S3 S23 S29 831

T a ZRIAAT; b WA o #TLHEA.
B4 #45 SCoT 5|4 &1k

#&3 SCOT 3|4 e R

514 51 wan yw 22 EE
4 (5'3") BECC) K (o)
S3 CAACA ATGGC TACCA CCG 59 7 3 42.9
S6  CAACA ATGGC TACCA CGC 57 11 8 72.7
S10  CAACA ATGGC TACCA GCC 56 7 4 57.1
S16  ACCAT GGCTACCACC GAC 57 11 7 63.6
520 ACCAT GGCTA CCACC GCG 53 10 8 80
523 CACCA TGGCT ACCAC CAG 59 10 3 30
S25  ACCAT GGCTA CCACC GGG 57 12 8 66.7
S29  CCATG GCTAC CACCG GCC 59 13 9 69.2
530 CCATG GCTAC CACCG GCG 53 11 9 81.8
S31  CCATG GCTAC CACCG CCT 59 10 7 70
S33 CCATG GCTAC CACCG CAG 57 10 7 70
S35 CATGG CTACC ACCGG CCC 56 9 4 4.4
#it 121 77 63.6

M12345678910111213141516171819202122

e 1~22 R R HRKHEF I AL ~J 54
E5 S65|#3xf 22 4744 SCoT-PCR #18Fa ik &

M12345678910111213141516171819202122

- F R 8 R_B

- = e

T 1~ 22 R IRUCHEF Y AL ~ ] SR
6 525 5|4% 22 #4434 SCoT-PCR 4 iE B ik E

3.5 SCoT bric i e Al Ik S SR I Hr
FIFH NTSYS Bt gt A Ef A Rk T SCoT % fis
() UPGMA REIRIE, &5 2RANE 7. 22 fpPR w2 i)
FAL AR BAE 0. 78 ~0.94 Z[a], DIAAML A %L 0. 82
NIRRT 22 3R 3 5 AL, WRTTRYG 4 SRR
Z1-7A BOy—3C; DAY 4 AR €3, G4, G5, C6
RA—3; THCAL, A2 H5P9JI C1, €2 ROy—3Z,
UL BCS WI AAT RGO R BGL, MR B o
Prel e T HATH 7 5 R N2 58 8, I RH
AEMINEAANZSF AR IR B, C0 T =4 H b
BA—3, HEMIMEZRBAAREG KA, o
REP L 2R AT 220 U5 T R b, i B 5 o o R TR
2%, IERZERS bl ARI22 A 38 23 AR AT H Y|
W LRSI R AR R T AN IR A 2R
—41,
Al
A2

Cl
C2

L

—~TQPmmToOw

C3
C4
C5
C6
Z1
72
Z3
ZA{ 1
0.94 0.90 0.86 0.82 0.78

Coefficient

7 2AARRFHANFERIRESTE

e ]

T
|
e

}_

4 itig

AR, SR TR X 25 01 5500 2 R
e, ERT AT B i R 4> T S AL H B AFLPY
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RAPD!™' | ISSR'™"' | DNA &I/ WwEsE, &
M ¥ A A IE SCoT ARicTE AT RS K R L Y
WFFEHRE o L rp A et fd F ISSR 2347 X 13 A il
R IR AL Z A VEE 0, BRI 2 (A
HEBWIFXS G, I LAAE R AE 1 Tl 9 AR S R W5
NZS, KMWLE L AN 5N i e, &
B 2 ) R DNA SIS AR R £ 251 RAPD
3 FARICHARNT 12 AN 5] b Bl 9 (AT B BT 95 U8 64 7
WAL ZAEEIFSY, KB DNA Z50E 65 F-hric 7EFF N
AKAFH IS BE AR B 1 X 43 AH G A A AP RS &R, T
RAPD 7 FHric i 45 e B T BLA 1 1 AT B st 7%
TP R & WL 2k

SCoT FRiCAE g — Rl 7 1 H 193 K 4> T3,
454 7 ISSR Fl RAPD Wil i, #RAEMI. EE M
U g R, SEER AR AR, A SEER N 36 S
SCoT J8 FH 51y rh S 240k 1R 12 4505 M7, /FF 5
HIVE AR = 1 (AT SCoT 7 FARic 519, Kk
THR AT R, I 2B A A SRS
63.6% , 1E5rF/KFUESL T AR AN A FEE
IR EL 20, AHESEE i NTSYS #1740
IR EC UPGMA R /30, SE T XA [m] 7™ 1 (5
A 22 3RS IRIE X A o AT Hb X AT RE SR TE SRR
B EFEARRE S —25, Wi, LREANEREE EK
RIHEXTBA ., HIE = i AT A R B . T
AN SMENFE a7 NSRS, [H
RO ILAR AT AR o 55 22 8, DU 0]V L3 A A i SR
GORRIT, XATEE T AT &t kB 5| AR A4
FEAL PR IS . XX LAY A5 R R B SCoT
FEARBE 3 F 7K F b A DU AN () 7 b A0 & B 22 18] 3
ATHOHEP 22 5, AT LM 5 PR S HE R ) XA bk
HNRIFRARL B AT S Bl DX JF, X R R A
RKHE X
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