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Table 1. The detailed information of 17 polymorphic markers

ID Chr. SSR Tm Forward Primer Reverse Primer
GMES271 DI1b (AT) 55 GAACAATTGAGGTCGACGGT GCAACACACATGCATTCTCC
GMES3952 C2 (GT) 55 AAACGGAGAGCACTGAGGAA TTTTCTTTCTCGCTGCGAAT
GMES254 Bl (AG) 55 GCACACAGACAGAGGCAGTG GAGTGGAAAGTGGGGTTTCA
GMES158 F (TA) 55 CATGCACCTTGTATGTATGTATCA CAGAAGACAGATCAAGTTGAAG

GMES4754 E (CT) 55 ATCACCACCATCCCGAAATA GCATGGCATACTGGGGTTAC
GMES3937 F (AAG) 55 AGGTACTGGACACTCGGTGG GGAGAAGGCCTCATCAACAG
GMES6391 G (AG) 55 CGACATCCTCGAAAATCCTC AAGAGGGAAAGATGGTGGCT
GMES3985 B2 (TCT) 55 AAGCTTCTTCACCCATGTCG TGCTCGCTTCTTTTCCAACT
GMES4226 M (GAA) 55 AAGTTAGGGTTTCTTGTGATTGA  GTCGGAGGAAATGAGGATCA
GMES6224 ] (TAG) 55 CCTAGCAGAGCTGTCCATCC TGCTAGCTTTTTCCTTCCCA
GMES0011 O  (CAA) 55 GCACAAAGCATCCTTCAACA CACCCTGCAGCTTTTAGACC
GMESI173 N (AAC) 55 TATGGGACATCAAAGCCACA CGCACTGCCATATGAAGAGA
GMES2487 O  (TGA) 55 TATCCTGGGTTGTAGGGTGG TCCATTTGCTAGGTATCGGC
GMES4016 C2 (AT) 55 GTGTACCAACTAGCATTTGT GTGAATAATGCAGATGATGG
GMES6195 Bl (AT) 55 GGATTTGAAGACAAAATGAATCG CCCATATACAAGGTCTACCTAAC
GMES4156 G (AT) 55 CGGTAAGCGACAAGTAGTGAGA  AGCTGATGGGTTAATGCCAG
GMES4789 C2 (AT) 55 GTGAAGACAGGTTTGTGCGA GGAGGAAATTATGGGGTTGA

* 2. 4 2% J&Wf';'fﬁﬁ}g'%%&ﬁ? 20 fﬁ%ﬁﬁ#,{[lj’%ﬁﬁﬁﬁ@ﬁj (KS:=§ FJJ ; TNS :
= ERRHE S TAS | = DR RE TN D = LRR)
Table 2. The different allelic type of 20 soybean cultivars analyzed using 13 polymorphic markers
(KS: Kaohsiung; TNS:Tainan Selected; TAS:Tainan ASVEG; TN:Tainan)

KS1 KS2 KS5 KS6 KS7 KS8 KS9 KS10 TNSI TAS2 Fﬁfllr_{ FTE TNL O TN7 827 TN3 TN4 TN5 TN8 TN9

GMES271 A B B B A A B B B B B B B B B B B A A A
GMES3952  C C C C A C C A C A C C C B C C C A A A
GMES254 B B B B A B B B A B A B B B A B B A A A
GMES158 A B B A A B A B B G B B D A B D C C E F
GMES4754 D B B E E D B B B D B B A C B B C C E C
GMES3937 A A A B B A B B A B A A A B A A/B  A/B A AB A/B
GMES6391 B B A D D A A D D E D D E C D E E E E D
GMES3985 B B A B B B B B A B A B A B A B A B B B
GMES4226 A A B A B A A A A B A B B B A B B B B B
GMES6224  C C C A C C A C B C A C A B B C C B B C
GMES0011 B A A A A B A A A A A A B A A A B A A A
GMESI173 A A A A C A A A C B C C C C C C A A A C
GMES2487 A A A A B A A A A A A A A B A B B B B B
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Table 3. The number of alleles,allele size and PIC values of the screened 13 SSR markers between
20 soybean cultivars

ID PIC value Allele Size (bp) Allele No.
GMES271 0.5184 143/149 2
GMES3952 0.5456 138/146/148 3
GMES254 0.5184 122/130 2
GMES158 0.7482 182/190/192/194/196/198//254 7
GMES4754 0.7165 187/198/206/208/210 5
GMES3937 0.4899 161/164 2
GMES6391 0.7029 112/154/156/160/163 5
GMES3985 0.4082 187/198 2
GMES4226 0.4991 241/259 2
GMES6224 0.6077 170/173/176 3
GMES0011 0.3084 121/136 2
GMES1173 0.5443 209/212/222 3
GMES2487 0.4717 207/216 2

Fe4, A ZREITEEERS 20 [’[E{‘if%a‘lﬂlf[ TV ?—T[ﬁﬁl PRI R RSP TR HE
BHETHE Vi
Table 4. The comparison between different allelic type and actual SSR motif repeat number of 20
soybean cultivars analyzed using 13 polymorphic markers

ID Repeat No.

GMES271 A = (AT)s » B = (AT),

GMES3952 A = (GT), : B = (GT),, : C = (GT),,

GMES254 A = (AG); : B = (AG),,

GMES158 A = (TA),: B = (TA),;: C = (TA),: D = (TA);s s E = (TA);s + 2 bp

Insertion ; F = (TA),; + G = (TA),s
GMES4754 A = (CT); s B=(CT);,: C=(CT),ss D= (CT),;; E=(CT)
GMES3937 A = (AAG); ; B = (AAG),

GMES6391 A = (CT),; — 42 bp Deletion; B = (CT),;; C = (CT),y; D = (CT),,s E = (CT) 5
+ 9 bp Insertion
GMES3985 A = (TCT); — 11 bp Deletion ; B = (TCT),

GMES4226 A = (GAA), ; B = (GAA),
GMES6224 A = (TAG),, : B = (TAG),, — 3 bp Deletion ; C = (TAG),,
GMES0011 A = (CAA), : B = (CAA),
GMES1173 A = (CAA), : B = (CAA), : C = (CAA), + 10 bp Insertion
GMES2487 A = (TGA), ; B = (TGA),
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Fig. 1. Principle coordinate analysis result of 20 soybean cultivars. TNS1 and 82 soybean were overlapped
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Variety Identification among Major Vegetable
Soybean Cultivars of Taiwan Based on Simple

Sequence Repeat Markers'

Wang S. S., S. T. Huang, Y. W. Jiang, Y. C. Wang, C. M. Chang and A. H. Yang’

Abstract

Vegetable soybean is one of the most important crops for export in Taiwan. In order to establish
a varietal verification system of vegetable soybean, 95 soybean SSR markers were designated and
analyzed by using 6 cultivars. The result indicated that 17 SSR markers presented polymorphism
among cultivars. To get an accurate fingerprinting databases, 20 soybean cultivars, including 14
vegetable soybeans, 3 black soybeans, 2 green-manure soybeans and one soybean cultivars were
amplified with 17 polymorphic markers and assayed by using ABI-3730 capillary sequencing
analysis. Eventually, 13 markers with low stutter band and high PIC value were acquired. According
to the result of genetic distance analysis, only cultivar Tainan selected No.l showed the same
pattern with the Japanese cultivar 82 soybean. Moreover, only 4 markers, GMES158, GMES6391,
GMES6224 and GMES4226 could identify 19 tested cultivars. All the result above suggested that
this system could accurately verify most vegetable soybean cultivars in Taiwan.
Key words: Vegetable Soybean, Variety Identification, Simple Sequence Repeat
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