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ISSR analysis on the germplasm resources
of Stephania kwangsiensis
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Abstract; The genetic variations among the introduced population and three wild populations of Stephanis kwangsien-
sis were analyzed by ISSR marker. Ten primers gave rises to 61 disernibles DNA bands, of which 61 (98. 36%) were
polymorphic,indicating a considerable genetic variation at specific level, At the population level, the percentage of
polymorphic bands(PPL)was from 73, 77% to 86. 89%. Genetic diversity analysis showed that Nei’s gene diversity
(H) was 0, 337% and shannon’s genetic diversity index(I)was 0. 505 5, Based on Nei’s Gst value of three wild pop-
ulations, a large proportion of genetic variance (83. 87%) was among individuals within population, while only a small
proportion (16. 13%) genetic variance was among populations. Cenetic identity between the introduced population
and three wild was 0. 884 6. The introduced population effectively protected the genetic diversity of S. kwangsiensis.
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6 Flrt, AR TRAE., EEHOTHBRAER
BFRELE L.
1.2 DNA £l

Fl CTAB #: (Doyle %, 1987) 32 B B 9 &
DNA, AR BEAYERETRAELARETH
DNA A Bt 3 glifb /[ Wik 7] & i 46 & DNA, A
LOY BRI vk K DNA R &,
1.3 ISSR RE&HRIEF

ISSR-PCR Y 8 R B & - 80 & H: 25 pL B
PCREMBHNE : EiY 60 ng, 1UTaq B, 2.0
mmol/L MgCl,, 10 mmol/L TrissHCl pHS8. 3,
5. 0mmol/L KCl,4 # dNTP £& 0. 2 mmol/L, 5|4
0.3 pmol/L, PCR ¥ #&{4.:94 'CH A 5 min,
RIE AT 40 MEIF . 94°CAHE 1 min, 52 CHH: 45
$,72 CHEMH 2 min, (RS 72 CHEM 5 min,
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Table 1 The localities and habitats of the
samples of Stephania kwangsiensis
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TR 5 4

# 2 ISSR3MIFS 55147 EER
Table 2 List of ISSR primers and their
sequences and amplification

3y FFIG-3) SR EEMRH

Primer Sequence(5'-3') No. of loci No. of polymorphic loci

808 (AG)8C 7 7
811 (GA)>8C 7 7
815 (CD8G 5 5
817 (CA)8A 7 7
818 (CA)8G 7 7
825 (AC)8G 6 5
827 (AC)8G 7 7
855 (AC)8YT 6 6
857 (AC)8YG 6 6
866 (CTC)5 4 4

Note;: Y=Cor G.

L5 - MnERBHNINAZ

REFELEFFHRICHEIBRERRRAXLETHALN
ZICEHE A WICHE 1L, RSN 0, R MBI R
EXRL, MFESMUA EREEELRFER
EHAYEREHTHRES .

Fi POPGENE32 44 it FH SH (L BEH
S BSE(PPL);(2)Nei’s £ H Z R 5 HD
(Nei,1973); (3)Shannon {§ B ZHHHEE (D ;4)
SEEERNEZEEHOMERRERSZHEE (Hs);
OEAWNm) FER LR E(Gst); (6)Nei’s
& BEE (D) (Nei, 1972) FI8 f5 — B .

Fi NTSYS-PC2. 1 341+ 5k [H] B9 Nei’s it
{EBEE (Ne) , 3+ ] UPGMA & 347 B 17 .
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B1 359825 MBESBELY)HRY ™ ERNIEF
Fig.1 ISSR bands of Lingyun(LY)population samples amplified with primer 825
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Table 3 The genetic variation statistics among
populations of Stephania kwangsiensis

B EH £H6
f}’gof:ilation Total No. &% No. f' ;’) H I
of loci  of PPL
HHEHJX) 61 53 86.89 0.2761 0.4188
Bz (LY) 61 51 83.61 0.2948 0.4427
W (NP 61 45 73.77 0.2432 0.3675
SIF(YD) 61 52 85.25 0.2916 0,4349
EAEEREE 61 60 98.36 0.3250 0.4899
P A 3 B 61 60 98.36 0.3379 0.5055

F 4 TTEHBTEREE Nei's(1972) B —HE
(ALA)MBEEE(ETA)
Table 4 Nei’s(1972)genetic identity(top right
corner) and genetic distance(bottom left
corner)of Stephania kwangsiensis

PopID  3BIf(YZ) Bzm(LY) (NP HAEJX)
BIF(YZ) % % % = 0. 9089 0.8730 0.8719
®zY)  0.0955 * % % % 0. 8581 0. 8696
WP (NP)  0.1358 0. 1530 * % % % 0,9495
WHEJX)  0.1371 0.1397 0.0518 % % % x
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Bz Ak UPGMA BEEERREAE D
Fig.2 UPGMA dendrogram of the 68 samples of
Stephania kwangsiensis
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Fig. 6 The result of optimized reaction system on RAPD analysis
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