F28 % H2H
2009 4f 4 A

K E B 7
SOYBEAN SCIENCE Apr. 2009

Vol. 28 No. 2

FEEMREMNGHETFEXRENEESHEREEXRTN
MR KRS0 AL S U RN, KR

(MR AR EFBEAR A F AR e 133400 5% 55 [ B AL A AR A= i R BE 245t , AL 5591 361-763)

B OEAH 9 X AEERGR I SSR 5IMIrHT 1ok A P AR (36 £3) FEs [ (40 4y ) B AR R ERRH 8L 2 B
Mo SGERRN AT 76 Grdpptrh LRI R 172 ASSEALEED B0 5 | P 23R4 19. 1 A Ho e E A B AR
LR BTG | A DN B S AL R 11 ~ 18 A S 13,7 Ao o [ 3 AR 1 B A RS BT R  0F 5 | p A 0 )
SEALIENELS ~ 16 A, 12,3 Ao e 75 A i 2 i [ 9 B 2R O R B R i 22 AR TR AR B 1 (PIC)
390120 0. 821 F1 0. 868 , PHF & AN BAT W 25 57 o SRS 4 R Tl fig vl 0 55 b 4 - 3 ] 14 BB A SR

Iy HPIRIERE
KSR B AE R AL A 5 SSR AT s R
HE %S :5565. 1 ERFRIRAD A

X E %S :1000-9841(2009)02-0181-05

Genetic Diversity of Annual Wild Soybean ( Glycine Soja) between China Jilin

Province and Korean
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Abstract ; This study was carried out to investigate genetic diversity of China Jilin province(36)and Korean(40) wild soy-

bean using nine simple sequence repeat ( SSR ) markers. A total of 172 alleles were observed in 76 accessions with an average

of 19. 1. For each ,Korean wild soybean were ranged from 11 to 18 with average 13.7,and China Jilin province were ranged

from 5 to 16 with average 12. 3. Wild soybeans from China Jilin province and Korea all had high genetic diversity with PIC

value of 0. 821 and 0. 868 respectively. There was no obvious difference of genetic diversity between them. Cluster analysis

grouped China Jilin province and Korean wild soybean into two genetic clusters.
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Table 1

SSR loci, sequence and annealing temperature of 9 primers used for investigate

genetic diversity between Chinese and Korean wild soybeans

519 TR

Forward primer

B

Reverse primer

Primer Linkage group Annealing temperature
1. Satt185 E GCGCATATGAATAGGTAAGTTGCACTAA GCGTTTTCCTACAATATTTCCAT 49C
2. Satt187 A2 GCGTTTTAATTTATGATATAACCAA GCGTTTTATCTCTTTTCCACAAC 48C
3. Sattl41 D1b CGGTGGTGGTGTGCATAATAA CCGTCATAAAAAGTCCCTCAGAAT 47°C
4. Satt245 M AACGGGACTAGGACATTTTATT GCGCCTCCTGAATTTCAAAGAATGAAGA 46C
5. Satt197 Bl CACTGCTTTTTCCCCTCTCTCT AAGATACCCCCAACATTATTTGTAA 47C
6. Satt157 D1b GGGCTCACTCTCGATAGTAGGATAAAG GGGATACCAAAAGGAATAATTGCTT 49°C
7. Sat_022 N GCGGCCTTTTCTGACTGTTAA GCGCAGTGAAAACTACTTACTAT 47.5C
8. Sat_036 Dla GCGACTCCAAGTTTTTTTTGTTT GCGGGAGTTAGAGGAAGAGAACA 52C
9. Sat_043 K GCGGTCCGTCAATGAATATTAAATTAAAA  GCGAAAGCGGCAGAGAGAGAAAGGT 48C
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PCR R WA ZR AR Ry 20 L, Horh 35l i A
Mz DNA (30 ng - pL™") 2.0 plL; 10 x buffer ( &
Mg>*)2.0 pl;2.5 mol - L™" dNTP 1.0 wlL;10 pmol -
pL ™! Primer ( forward) 0. 5 pL, Primer ( reverse ) 0. 5
pl;Taq f (2 U-pl™')0.5 pl;ddH,0 13.5 pl,
PCR W27 :94°C FilAZ P 5 min, 1 AMEH;94°C A8
P40 5347 ~52°C 1B 4k 40 s;72°C TEAH 60 5336 P
P;72°C SEA 7 min, 1 NG ER; 4C LR A7, &35 1
DNA F=HI7E 6% B RN MR EERE b, vk 1 h J5,
KR YL 51T DNA A
1.4 HiRE4bE

SSR ¢ H§H IE LA 0,1 F1 9 Geit, BNEAH [F] 1T 4%
FALE B A T, A 07 Bk IE
“O7 RATRE I A 4 A H Uk 4 2R B B A NT-
SYSpe 2. 02a A4, 35345 2 5 R 8] 1 35t 12 AH RUE
(genetic similarity, GS) , 7B /AX HN:GS =m/(m +
), o m Sy PR A R AT RO AR n O 22 el
B H ., £2&1ME(E B & (polymorphism information con-
tent,PIC) , it A Hi=1 - T fi°, A Hi
SERANML R T S B4 5 B 8 INEE A T B BIL B
B PSSR TE FE A0 1 B A A () 4507 722 3 14 T g
P, 2 R F R AR ic Kl % Z A0k, i FoRde—107
RS § AR AR A P B R L I
NTSYSpe 2. 02a #4753 3 #r , 7E 815 A Bl &

Group Method Using Arithmetic Averages) J7 1 #4) 7
76 R EH 3T R G

2 HRE5HH

2.1 SSR E&RMSfEE SR

FH 9 X} SSR 5 W#E (1) 76 (5 WP A K G bk
FEIE] 172 ASSEA L, BEXTS PRi 12 ~26 4>
SRR, SE38 191 A, R 2543 3 PR B 2 1 5
Yk Sattl57, F /5 M R Sattl4l (£ 2) . HEE
MR BF A RS AR PRSI B 111 AN B35 5| 44 )
Hi5(Sattl141) ~16 /4~ (Sattl157) , 4 12.3 4, HZ
ALY 1 7 BER/NA 119 ~332 bp, i E
ARG B 124 A BEXTS A H 11 (Saitl87)
~18(Sat-036) 4>, F-34 13.7 4~ H 2 HALS MY
B Be K/ R 105 ~332 bp, HEIE ARG S E B A
KR HAT S L R (FEWT A 22 R AGI H r) 5A37
FER) SO 63 4>, F1 7.0 4~ 9 Xt SSR 5[ HAE
B S AR B A R G ) 2 A MM B = (PIC) S B
0.677 ~ 0. 890, “F-¥J{H 4y 0. 821 ; £ i [ HF A= K T
PIC 7 0. 785 ~0.941 ,SFH4(H 4 0. 868 (F 2) . H
BRI AE H, H SSR FRicB s A4 K A [ Rl st f%
AR R S 1 . DRSS E | o [ B A=
KB ZANEAR B i b b B 5 s i B — i, (H
Wi B 2 R T B 25 5



2 4 I 5 o 5 0 O A L0 2 R B 47 b 183
2 PEEMG SEEE A KT SSR SrHT T 9 A5 R I E] (14 55 7 3% P 18 4 T2 B & PIC
Table 2 Range of allele size ,Number of alleles and PIC value by 9 SSR markers of Chinese and Korean wild soybeans

514 ZEA KL R /N Range of allele size(bp) L5 A7 FL % Number of allele PIC {& PIC value

Primer CWS KWS Total CWS KWS Total Shared CWS KWS Total
1. Satt185 270 - 182 263 - 189 270 - 182 16 17 24 9 0.875 0.870 0.903
2. Satt187 291 -233 293 - 155 293 - 155 8 11 14 5 0.760 0.785 0.873
3. Satt245 328 - 158 219 - 171 328 - 158 14 13 18 9 0.888 0. 861 0.904
4. Sat_043 332 -250 315 -251 332 -250 16 11 21 6 0.890 0.842 0.914
5. Satt141 190 - 146 178 —147 190 - 146 5 12 12 5 0.677 0.843 0. 860
6. Satt197 214 - 136 201 - 126 214 - 126 11 12 19 4 0.752 0.797 0.868
7. Sat_022 227 -190 221 -189 227 - 189 11 13 16 8 0. 880 0.888 0.912
8. Sattl57 328 -201 332 -208 332 -201 16 17 24 9 0.797 0.901 0.873
9. Sat_036 163 - 119 238 - 105 238 - 105 14 18 24 8 0.870 0.941 0.944

Total - - - 111 124 172 63 - - -

Max. 332 332 - 16 18 24 - 0.890 0.941 0.944

Min. 119 105 - 5 11 12 - 0.677 0.785 0. 860

Mean — - - 12.3 13.7 19.1 7.0 0.821 0.868 0.89%4

KWS : Korean wild soybean
2.2 HAERNSH
LAz 9 Xt SSR 514 7E [ 3 b L5 i BT AR
R F IR T ) 25 o IR B A T (T 2) AT
LIE B4 Satt245 , Satt185 , Sat_043 7F H1 [H 3 #k
A A R A 8 1% A5 67 5 PR Y LA T
B AR K E R A S B, 1T FE B 4 Saul87,
Satt141,Satt036 1, 1% &t W) 1E 4f 40 52, JF H 51 4
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Allele frequency at 9 SSR markers in China Jilin province and korean wild soybean
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Fig.2 A UPGMA dendrogram based on genetic distance among Chinese and Korean wild soybeans
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