pooo httg://www.cwig.*ml

™ 5 i 4 Guihaia  25¢3); 215 — 218 2005 4 5 H

TR AP E) & FEE S HFETN
H FLed, FLFHE?, FATE, Bz g, FE OB, v EEL

O RR 2B kA 1R 510650, 2. ;1“@“ f;’ E’f; I T

IR EEA 5410065 3, 0l [HEHFE P A BE . dEB 100039 )
B E: RAISSR A FHRCEARMNTMRIPHEER 3 PATIREEHBTEESFEIN. BRTIH
RIPEHFNBEBHEMERFMEH., 11 ZIIPRTHEE 7 XW HP 6 RAAEZEH . BEMALH
(PYX41.38%, BAREHHESET RPN 21.84% B 25.29%, FH{EHND 24. 14% ., EPHKFE L. R
Z4 B Shannon & 8584 528 0. 152 5 F1 0. 227 3, E BB K ¥ L B 24 B 1 Shannon {5 B35 84 51
#0.1069 f10.152 8, FLSHAERMHBAESHLE ZAZHTAEELAFRNERIPEALRTNBESHER
KW, BEMEER N 0.299 0, RUFHRPSUERBETRRELEFBENBHAKIE S 70.10%6.29.90%
MIREER R L EFRENE,
XA &K MEE; BMESHME; ISSR
fESHES, QY43 TAARIRB. A XEHRES . 1000-3142(2005)03-0215-04

Genetic diversity evaluation of ex-situ
populations of Camellia nitidssima ,
detected by ISSR markers

WEI Xiaol-2-3, WEI Ji-qing?, JIANG Shui-yuan?2,
JIANG Yun-sheng?, TANG Hui2, YE Wan-hui!*

( 1. South China Botanical Garden. the Chinese Academy of Sciences. Guangzhou 510650, China; 2. Guangxi
Institute of Botany ., Guangai Zhuangzu Autonontous Region and the Chinese Academy of Sciences. Guilin
541006, China; 3. Graduate School of the Chinese Academy of Sciences, Beijing 100039, China )

Abstract; Genetic diversity of 3 ex-situ population of Camellia nitidssima was detected by ISSR markers. 87
bands were generated by 11 ISSR primer,of which 41. 38% bands were polymorphic. The percentage of poly-
morphic bands(P)was from 21. 84% to 25.29%,24. 14% on average at the population level. Expected het-
erozygosity( Ht)and Shannon’s information(Ho)were 0. 152 5 and 0, 227 3 respectively at specific level ,0. 106
9 and 0. 152 8 at population level. Compared with the parameters form natural population, the germplasm
nursery maintained most genetic diversity of Camellia nitidssima. More than 70% of genetic diversity resided

among individuals within population.
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ZEMPCERCERA, BRABRETEVHAZEN
PMEGFERERICH LRGN AMAE 1933
FHREAGBMRBEEFTHRE (EFH
23483),1948 L 22 OB (HHEI3%, 1997) R R
2K Camellia nitidssima Chi, UL g BB A K 5|
EITZHER. HEAMLFRIEETERT 1960 F£E
FHETHREA, FT 1965 FEEXKK, X—KH
SIETENIMEYFERMEZFRNRE, LRFIE
BRUFXcMEERER. SHEREENTEKE
B & THASERNENRR . KELTHHEY K
BT, HATH R RS R ERALSETNR
BER, FHFHFNSH, BARETN - E,

EXERAMYRER MO W HEY AR ET
F.RERB+OAMR, 1998 ELERLKXTRY
(PEEYSE LR, BHPERTAAETFHENETE
FAEYL 6 RPEERR 5 HGRESSE,
1998)., R &R AER - RRIPHEY (M
E,1992)., £%F-FRE G nlm L.
EENGTFIAMNET IR AN KENELRS
B GREW,1993), A HXTBEBRIEE. &
HERERETHATZSEMIE LIS ERAHAE,
MTEEFESEYEREMBR ANEENE
mL,ERSAR-REEH T, BAERNMEER
P HHRNEEST. BE2 T X EZHG /.
SRR RERICRAELTT.

I RAE PR 5 BT ) BHBIE A 5L 1980 SR FF 55 A
HERFAEYNHRIE.CERTEERAM
MRERE MR ERGCE. 5| #3465 & BT
RIBBEZHRABR. BRMCELIERRAS T TR
WEHK P RS AEY 5 7B f TR K
FEW, b T 2 hm® MEEFHMER, HT
7 A L X AR 77 FA R & TR R BR VR IR 8 T R
T AFREMH DEREHREE T EM.

FOUFRUBEBENSERAHEYMERN 34
EHRER AR R, KR 8 HE 6 75 (inter-
simple sequence repeat, ISSR) 4+ F#rid R, B~ T
R A TER MR IE BRERBE SRR,

1 #E5F &%
1.1 EEFXHABER

bR R R S PO AR AR E WL T AR RS BT, 25°
11" N,110°12" E\B FHRTEAHSBR. E5L0

MER, REHELHRBRN 19.2 C,EXMNBEHS
BH40.0 C,ENRMIIB A6 C,EEHBR,
APHSBERT 20 CH~TIMAEHERNENR
1 865. 7 mm, SEMIBE 78% . MEESHEF L
AR, MFRBABRIK AN ET.HREL
(). BETKM2EFHLER.
1.2 #amEE

LRHARETEAEXREBR=1ER R4
HETBEONEAREHRHON T, BIMEESK
0 MR E BT R VEE AR AR, SR A
Joe 5 T 4 B , W B SRR AT
1.3 2 DNA $ZEL#1 PCR ¥ 1%

gk ki CTAB 3 (Doyle, 1991) 2B £ 1 3%
B DNA, @il 1% AR ik /& DNA M5
20 CREFH. gk BEw 20
pL ) PCR R E R 7 RBL&FR K 20 L, H& 20
ng B &R DNA, 10mM Tris-HCI(pH9. 0),50Mm
KCl,0. 1% Triton X-100, 2. 7M MgCl,, 0. lmM
dNTPs,2% formamide, 200nM primer and 1. 5 u-
nits of Taq polymerase, §" 5 & i £ PTC-100 #
PCR Y L #4T. B35 R—-IT A BR LN,
AHERR R iR E. BB HL T K2 4R 4t A9 100 4
ISSR 2|4y eh fifi vk 5 11 4 (UBC #. 808,834,835,
836.840.841.,848,855,857,866.,880) HE Ik 18 1§ Mf
R TEZENINY. UHEERFRN . EEX 9 CTEHE
5 min, R 5 4T 35 M YEIF:94 C 30 5,51 ~53 C
(BARIWFIYTE)L5s,72 °C 90 s, RS 72 JE{@
10 min, 'Y &% EB(ethidium bromide,
0.1 pg/ml) L. 52 MBEASH A b, KL 0. 5X TBE
BBk 28 wh o RS M 43 B8, Bk 100bp DNA Ladder (100
~1 500bp) (LAY TR T EDE RS  THRE
FRAE. B RSN R1R R 4 (LLabWorks Software
Version 3.0 UVP, Upland, CA 91786, USA) BE4H,
RERR.
1.4 HELEMTH

ISSR X BAEARIT, B —3| 4 ¥ ™= 4 b e ik i E
BE-BHFFHANRAREE, R TR -4
MR RSO Ry A0 IR ek
P ISSR RBBIEEER Tt —F 9. %
FI POPGENE V. 1. 31 ¥ (Yeh %,1999) i+ & i
EHERENTEFNEHEMERT (Ao LS
REEHp) BN S AR (PPB), EYIFKF
FEAMABHOBEERH) BRARESEN



http://www.cqvip.com

P 000 http://www.cqvip.com]

3 i OB DHRP SRS SRR 217

(Hs) G50k RBCGsO  LLR Nei's i —BUE
(18 K Shannon ZHHELGE.

2 4

2.1 ISSR-PCR # 18 & R

BL00 A GBI B T LD AN R A9 T
P R F RIEAGRE LRI, 11 5T
T 3AEAEZRERE 60 2 L M DNA BB
87 & EHEA S P W 7. 901 £ T WA BIK

FETE 230~1 600 bp AR Z . K 36 X EF
ZEME, BB S EPI R 41,384,
2.2 HEFEEBHMEKEDHF

FH POPGENEvL. 31 #if+H B HEERAN
Gt A RALE L, 2 S ESERER
fE Z RN — BT BES E B RSB &
KES AL TG RN ERANE
B M R, XL I T RERBESD,
MABBENESEWHEHEDP M 21.84%F 25, 29%,
FH{EA 24 1400, FOREHETHHM 11822 8

R SURBHABKER

Table 1  Genetic variability within populations of Camellia nitidssima detected by ISSR analysis
13 Population Ao Ae Hy Ho P>
GA 1. 252 900. 437) 1,197 2(0,339) 0,108 3{0.191) 0. 153 840, 273) 25.29
Gl 1218 4(0. 416) 1. 182 2{0. 355} 0, 0% 300, 180) 0. 140 0¢0, 268) 21. 84
GO 1. 252 9¢¢, 437) 1,212 2(0.376) 0,114 10, 200} 0,162 4(0, 283) 25,29
W E Average 1. 241 4€0, 430) 1,197 2(0. 363) 0, 106 (0, 193} 0. 152 8(0, 275) 21, 14

Ao RLEER IR B GO AL AL N E Observed number of elleles per locus s Ae: 3 4S80 01977 805 6 2614 # The elfective number of alleles
per locus: He o EH WS O HF Expected beterozvgosive; Hoy Shannon 224 £ 8478 Shannon's information index; Py & 800 8 1 4 % Percentage

of polymorphic luc,

12 345 6.7 8 910 M 11121314 15 1617 18 19 20

seslog-

4
... 8 . 8 B 8 B R F

Bl 1 3% UBC84I XM &TER GA T REM ISSR #1184
1SSK amplilied bands of Camellia nitidssima samples of GA population with UBC84 1

M {£ 4 DNA $=MESE F B M represents DNA Marker,

Fig. 1

L212 2, %3540 1. 197 2, MR AT
He M 0.098 3 F] 0, 114 1, FE ¥R 0. 106 9,
Shannon ZH 1 (Ho) 47 80% 418 BE #1528 M
A 0. 140 0 3] 0.162 4, B KT EFH{EHH,,)
RO 28, HHHKEL. ZEHEHEDP S
AL AR A R A B A B (Ae) Sy 1. 258 8; tH 4

AR He 2% 0. 152 35 Shannon Z #4185
(Hsp)Zh 0,227 3,
2.3 BN SN

3 AN 67 I BEA] AY G5 A AL R Hh B0 i
ZREMD BEREESREN)  BREER
AL B (Ger) 538, % J§ POPGENEv], 31 # {4
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R 3 NI ERE 60 AN K9 E B 1 £
EPE AT A4 R Hy =0.152 5, Hg=0. 106 9.Gsr
=0.299 0, 7EMABIEHBEER,H 29.90% %A F
JERE ), AL R B M B 70, 100 1E
FrREA.

3 it

ISSR 4 F#iiR B 1 Zietkiewicz 25 (1994) 6 7
M—FAR R T EXE T EEES FiRic. H
HA AL SSR 89 53K 3 S mas 1 ~4 AR 4 B RE
WEMLIE , SR VA UL R 51 9, X4 B I L I 1) HE 5 HE B
7 SSR Z [f1 9 DNA F%|#1T PCR ¥, M A £
B SSRAE, ELESI YT £t SSR $H AR {H 845
%, FEHE DNA F3 BT A5 479 34, X7
LA 7S b RFLP.RAPD,.SSR E 4 M &5, %
HFRAEDNAKMLARL BIEMR, EHFBER
HZREFEA DNA FIL, S RidR B, iRt E
BEMARTREEAMNGESRKS. Bk . QN
R T HL4Y & #h % & (Mondal, 2002) . i8££ 1E B (Koji-
ma %,1998) .2 A & i (Ratnaparkhe %,1998), %
£ BREME (Ge 2£,2003; Wang %,2004) 2555,

AW RAEBA T ISSR 2 FHRiCHE R A B 12 4
iRiPE RN RIEESHEE. RITEFAREMY
BARMEEFR LA RARABEHARESHLT T
(W5 &R H:P=63.22%,Hg=0.156 1,
ALIGER K. P=41,.38% ;Hr=0.1525, B TF
RABHHENEE. X—SRRAMERELFR
WRIPEFHBIESHEEBKF. THEPEE
. EREEHRP ERGRESHEEKERET
RRABHITHRAUTER . S— U TEZEKER
HTFARTHE HAHEERFELEL HFESK
BERER, FZ . THRPLURRANEHTFE
Hy2RBSBRF AT RAR - SR EEEH
BIRbk, ANTIREIE T RIS B Rt ., HiE
PX-E2REEHEY,. TRN# -S4 mae it

FRFERARETE MR RERTENRRE
BERY AP IR, R HUIE 4%, #EATHIE A

S % SUH -
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