%527 % 3 K & B Vol.27 No.3
0084 6] SOYBEAN SCIENCE June 2008

RIHT @S AR ERERSR

OBV EMMK U EMERRE 2 AR, FRHE, H R, BRI TR
BT B 5 R 830052 2 oA RHAE B MR S B 15 V4 1 V0 15 13 B TR T4l
WUV 5 O AT AP0 % R 100081)

8 O JRE AT I Ay SRR R R G R R SR 3 5 R A AR A R E R DA G il
S A P 4 SSR ARIEFI M B 75 2 %t 7 B R RN B S AT Al R S, B AR T S R B Al Ak B A S A
PEMRAEER LRI SR IR . 25 53R 26 1R T 78 502 4 SSR BRI 07 S 1 2451k 44. 8% , T A4E 405 4~ SSR AT fif
R ZAMER 41.2% s Kaill 2 A B 7 & PP 4l B BT a5 19 de 2 BR iC BRI R0 8005 50 o8 3 A FRig AT 4 i Fp 7 5 AR 48 35k
SO A3 BIXT 2 A M7 SR TR TR R B 0. 85 B, B8k 4 3 AN, BRI, 35 2 AN Hb gy i bl i
% AR 8% — B A A 0, X WA 7 R 14— S A TR 40 VS — AN SRR RAE , 10 55 A 2 A0 Rl 43 B4 R
2 AR ) M R A L A S e

SRR R b SR S SSR 21 S 5 1AL SRR M 5 R ORAT

hE 4K E.S565. 1 MERARINAD A LE RS :1000-9841 (2008 )03-0361-05

Genetic Structure and Conservation of Soybean Landraces

WANG Jun'? ,WANG Lin-lin' ,LIU Zhang- xiong”, GUAN Rong- xia’, JIN Long- guo”, LI Ying- hui*, CHANG Ru-
zhen’ ,LUO Shu- ping' , QIU Li- juan’

(" Agronomy College of XinJiang Agricultural University , Urumgi 830052 , Xinjiang;>The National Key Facility for Crop Gene Resources and Genetic Im-
provement ( NFCRI) / Key Laboratory of Germplasm & Biotechnology (MOA ) , Institute of Crop Sciences, Chinese Academy of Agricultural Sciences, Bei-
jing 100081, China)

Abstract : There are abundant soybean landraces in China,but few of them has been utilized in breeding program because of
insufficient identification. In this study,two landraces of Yangyandou and Maodou were analyzed for their identity in order to
provide instruction of purification and genetic integrity conservation of soybean landraces. The genome- wide SSR markers
screening was used to analyze two landraces. Results showed( ] ) 44.8% of the 502 selected SSR markers showed polymor-
phism in Yangyandou and 167 of the 405 SSR markers showed polymorphism which accounted for 41.2% in Maodou; ( ji )
The minimum numbers of SSR markers and individual seed to determine the purity of two landraces were 3 and 4 respective-
ly; (iii) Based on the cluster analysis,the two landraces could be segregated into 3 groups when the identity coefficient was
at the level of 0. 85. Results suggest that the purity of the two landrace are at low level. According to the genetic identity, one
of the three groups could be utilized for one landrace and the others two groups could be separated as two different genetic
integrity preservations for each of two landraces.
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Table 1  Effect of the number of SSR markers tested on average individual seeds marker heterogeneity rate

A 4551 25 53 3% Rare allelic variation rate of individual seeds/%

B 2EHR . Yangyandou T & Maodou
No. of SSR
e e WK BHLHE) MAE WK BEHLE) MAE
From low to high Random From high to low From low to high Random From high to low
10 0.085 0.288 0.534 0.195 0.288 0.495
20 0.144 0.288 0.433 0.198 0.305 0.418
30 0.175 0.284 0.376 0.207 0.290 0.368
40 0.192 0.278 0.343 0.227 0.293 0.329
50 0.206 0.271 0.321 0.260 0.291 0.304
60 0.227 0.269 0.302 0.290 " 0.290 " 0.290 "
70 0.271 0.271 0.271 - - -
SEYy Average /% 0.271 0.271 0.271 0.290 0.290 0.290

# B ELET AT BB 5T AN BRI A S0 7R . BENLHESIR A S (028 55 6 WREEHLHES IS B 45 R A1

# Denotes the average rare allelic variation rate of Maodou when the marker No. is 57. Random selected rare allelic variation rate is average amount

calculated for 6 times.
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Table 2 The least No. of seeds and markers needed to determine

the purity of a variety under different SHR and RAVR

% 8 DL IR S 8RR SHR or RAVR/%
Parameter 10 20 30 40 50 60 70 80 90 100
TR TR

The least No. of 00 5 4 3 2 2 2 2 2 1

seeds be tested

e/
The least No. of 2 6 4 3 3 2 2 2 2 2

markers be tested
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