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ABSTRACT The evaluation of soybean germplasm has
mainly been carried out by morphological characters at
Genetic Resources Division, Rural Development Admini-
stration (RDA). However, this information has been limited
serving a diverse information for user and effectively
managing the soybean germplasm. To resolve this problem,
soybean collection conserved at RDA gene bank was profiled
using nine soybean SSR (Simple Sequence Repeat) markers.
Soybean SSR allele was confirmed using genescan and
genotyper softwares of automatic sequencer for accurate
genotyping of each accession and continuous accumulation
of data. SSR profiling of soybean germplasm has been
carried out from 2,855 (Satt458) to 4,368 (Satt197) acces-
sions by locus. The number of allele revealed 267 with an
average of 29.6 in total accession, and varied from a low
of 21 (Satt532 and Sattl41) to a high of 58 (Sat _074).
Although the number of accessions of wild soybean is less
than that of soybean landraces, Korean wild soybean is
more variable than other soybean landraces populations in
total number of alleles. However, Korean soybean lan-
draces were more variable than Korean wild soybeans in
5 loci. In the allele frequency, wild soybean accessions
showed an even distribution in all alleles and higher
distribution in low ladder than in high ladder. Also, Korean
soybean landraces revealed a high condensed frequency in
Satt286 (202 bp, 232 bp), Chinese soybean landraces in
Satt197 (171 bp) and Satt458 (173 bp), and Japanese soybean
landraces in Sat_074 (244 bp) and Satt458 (170 bp).
These SSR profile information will be provided as in-
dications of redundancies or omissions of accessions and
can aid in managing soybean collection held at RDA gene

TCorresponding author: (Phone) +82-31-299-1831
(E-mail) msyoon63@rda.gokr <Received August 29, 2006>

81

bank. The information on diversity analysis could help to
enlarge the genetic diversity of materials in breeding pro-
gram, and could be used to develop a core collection of
soybean germplasm.
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Cregan, 1997). T3} Cregan et al.(1994)7} Diwan & Cregan
(1997)2 F SSR &40 A5 A7IHE £47]F o83t
FEAY ASAE dFsHglch

# A= w2 FALYAA BHskal e 7 A
Yol ozl 71& 7|22 AANA T KAYe] &8
ATAZ| 2 SSR uhAS 0|43 profile 1242 43t
AnmA 25 B4E £ $4x9e $BHe SSR
profile AxE X 13ta1xl 3t}

>

ER T

Az

£ Yol H205H SAede] Bad 3 $HRY
Z 3 AT 32487, B3 ANE 6464, AE AehE
257243} 3+ ORI E[G. soja(Sieb. & Zucc.)] 25970} SSR
profile 2442 913 ALHATE F3 U YL AYFL o
3 USDARFE £99 Apgolglon a3 Azt by
A 22T $AH AS7IT D 2 AP eAER
wy 2qE A4Sl

DNA &

DNA £2j& 39 ofdds fdof 3 42 +
& WAzl T o2 34 vhiAzG. e 2E2
Dneasy Plant Mini Kits(Qiagen #69106)& ©|-83}%] DNA
F&8t9lon, 25 DNAY 5E& AHEZZEME
o450 260 nme} 280 nmol A AT} PCRo 0|4
DNA 5%+& 20 ng/l 2 2=t

L

op7{Mg

SSR HA1-& 93] AE-¥ primer: Table 13} . 9749
SSR TlAL 20709 B RABEY JBZo|N A2}
t}3 A 2 4=(Polymorphic Index Content; PIC)E I1#{d}o]
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o o] &3}gitt ZFEu2.2 PTC-100 thermocycler(MJ Re-
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Table 1. Soybean SSR loci, linkage group, and sequence of primers used for DNA profiling of soybean germplasm.

Fluorescent Linkage

Locus dye group Forward primer Reverse primer
Sat_074 FAM F GGGTGAGAAATACATGCAACTTACA GGGCATCAAAATTGA TATTAAATGTCTAA
Satt187 HEX A2 GCGTTTTAATTTATGATATAACCAA GCGTTTTATCTCTTTTTCCACAAC
Satt197 NED B1 CACTGCTTTTTCCCCTCTCT AAGATACCCCCAACATTATTTGTAA
Satt532 FAM DlatQ GCGCCAATATTATCATGCTTTATGT GCGTGTAAAAATCTTTGAATCTTGA
Satt141 HEX DIb+W CGGTGGTGGTGTGCATAATAA CCGTCATAAAAAGTC CCTCAGAAT
Satt286 NED C2 GCGGCGTTAATTTATGCCGGAAA GCGTTTGGTCTAGAATAGTTCTCA
Satt245 FAM M AACGGGAGTAGGACATTTTATT GCGCCTCCTGAATTTCAAAGAATGAAGA
Satt545 HEX Al CAATGCCATTCCATATTTGTT CAATTGCCCTAGTTTTGATAG
Satt458 NED D2 TTGGGTTGACCGTGAGAGGGAGAA GCGAACCACAAACAACAATCTTCA
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(ABI PRIZM, Applied Biosystems)2} Genotyper 3.7 software
(ABI PRIZM, Applied Biosystems)”} Ztz} o|-£%|9ich
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Table 2. The allele size range, number of alleles, and number of accession analyzed at nine simple sequence repeat (SSR) locus
in soybean germplasm.

Range of allele size (bp)

Number of allele

Locus KOR CHN JPN K-soja KOR CHN JPN K-soja Total
Sat 074 1501 32,2? ) ?623?;’8 l?; 52;4 1?5829? 44 34 29 39 58
Satt187 288242;;? 2?2&%5)‘7 2?;2;;7 23;32())2 10 10 7 20 22
Satt532 1891;;9 1%2:6;8 12;17;8 1%;)2136 13 8 7 20 21
Swigr HN0BEDT R s
Satt286 l(g?z'éj; 1?2;23? 1?265255 1?3;? 0 19 i i 2% 29
Satts45 1(22252)6 12(')28;2 1?17;())9 %ﬁég 20 19 20 18 28
Satt245 ]é%g) 122823;7 IZfé;“ 1?3;29? 15 8 6 25 26
Satt458 1(1095%1 1ié126;2 13(19'11)82 1%52112;2 30 23 13 20 33
I R e s L O
Total 184 138 115 196 267
v o4 s hs = o

KOR = Korean soybean landrace, CHN = Chinese soybean landrace, JPN = Japanese soybean landrace, K-soja = Korean wild

soybean

( ) : No. of accession analyzed
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al., 2000).
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