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The Authentic Evaluation on Hybrids of Wild Soybean and Cultivated Soybean
Based on SRAP Marker in Inner Mongolia

LIU Xue-jiao, WANG Ming-jiu,SUO Rong-zhen
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Abstract: In this study,the hybrids of wild soybean and cultivated soybean were analyzed by SRAP marker to select out the
true hybrids and build fingerprint. 15 primer combinations of SRAP with characteristics of rich polymorphism, clear bands and
good repeatability were selected from 234 primer combinations at first, then primers were selected to bands specific for the
male parent but absent from the female, 10 primers were selected and applied to identify the hybrids. There were 48 progenies
with those specific bands, which were therefore identified as true hybrids. The 15 primer combinations were used in the PCR
amplification, 347 DNA bands were obtained, 265 of which bands were polymorphic, amounted to 76. 37% of the total ampli-
fied bands. The result showed that SRAP markers could be used as effective molecular markers for the authenticity identifica-
tion of the progenies of soybean, the selected 15 primer combinations could be effectively applied to SRAP analusis of the

germplasm resources of hybrids.
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Table 1

SRAP primer sequences

L7511 BRI (5 -37)
Upstream primer Sequences(5' =3")
mel TGAGTCCAAACCGGATA
me2 TGAGTCCAAACCGGAGC
me3 TGAGTCCAAACCGGAAT
med TGAGTCCAAACCGGACC
me5 TGAGTCCAAACCGGAAG
me6 TGAGTCCAAACCGGTAG
me7 TGAGTCCAAACCGGTTG
me8 TGAGTCCAAACCGGTGT
me9 TGAGTCCAAACCGGTCA
mel0 TGAGTCCAAACCGGTAA
mel TGAGTCCAAACCGGTCC
mel2 TGAGTCCAAACCGGTGC
mel3 TTCAGGGTGGCCGGATG

TS I (3" -5")
Downstream primer Sequences (3’ —5")
eml GACTGCGTACGAATTAAT
em2 GACTGCGTACGAATTTGC
em3 GACTGCGTACGAATTGAC
emd GACTGCGTACGAATTTGA
em5 GACTGCGTACGAATTAAC
em6 GACTGCGTACGAATTGCA
em7 GACTGCGTACGAATTATG
em8 GACTGCGTACGAATTAGC
em9 GACTGCGTACGAATTACG
eml0 GACTGCGTACGAATTTAG
eml1 GACTGCGTACGAATTTCG
eml2 GACTGCGTACGAATTGTC
eml3 GACTGCGTACGAATTGGT
emld GACTGCGTACGAATTCAG
eml5 GACTGCGTACGAATTCTG
eml6 GACTGCGTACGAATTCGG
eml7 GACTGCGTACGAATTCCA
eml8 AGGCGGTTGTCAATTGAC
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Fig. 1

M1 2 34

M:Marker;1 ~21:5|¥F% .
M :Marker;1 —21 ; Primer code.
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RS Hk R E E 22 DNA IR HE R A B ik 46 il

Agarose gel electrophoresis detection of genomic DNA of part strains

2 SRAP 5|4#10%
Fig.2 SRAP primer first screening

g

M:Marker;1,3,4,7,9,11,12,15,20,27 . 5|4))% %5,
M:Marker; 1,3,4,7,9,11,12,15,20,27 : Primer code.
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Fig. 3 SRAP primer second screening
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M : Marker; A : Female parent; B:Male parent. The arrows indicated male specific fragments.
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Fig.4 Amplification result of SRAP primer combination No. 44 ( me3/em8 )

R2 S0MHER

5 SRAP £E4 R

Table 2 Identification result of SRAP of 50 hybrids

FIMA S

Primer combination

HA AR R 2

Strains with male specific fragments

REA LA R

Strains without male specific fragments

SF 9010 ,9004 9008 9002 9014 3 -2-297-2,8-1.238
-4-112-1-43-2-17-1-1,17-3.18-2.27-2 -

9006 ,0004 ,0005 ,5002 ,8001 .8 -1 -2.8 -3.C6.,15,

6 44 57-1-2.12-1-3.C8,10-1.29-1.29-2.27 -
1.16-1-1,16-3.16-1-217-12912-212-1-1.12 _—
-1-28-4-3PB . 8-4-48-4-226,PZZS

9006 8 -1 -2,C6,15,12 -1 -3,C8.,29 -1.29 -

7.10 5002 ,0004 ,0005.5.7-1-28-3.10-1.27-2-2

2.5001
9.24 5001 8 -1-2.66,12-1-3.C8.29-1.29-2 15,9006
42 58.59 81 15,9006
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31,9784 H ) DNA 94> T4 /Ny 100 ~ 1 500 bp.,
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Table 3 The selected SRAP primer combinations and amplification result

i S A o7 s B (ND) ZAPEALSEL(Npl) LA LA
Code Primer combination Number of loci Number of polymorphic loci  Percentage of polymorphic loci/%
6 mel/em6 21 19 90. 47
7 mel/em7 19 11 57.90
9 mel/em9 20 16 80. 00
10 mel/em10 25 19 76. 00
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gR3
5 SITe LA AN AR A Npl) LA L
Code Primer combination Number of loci Number of polymorphic loci Percentage of polymorphic loci/%
24 me2/emb 18 12 66. 67
42 me3/em6 31 23 74.19
44 me3/em8 28 20 71.43
58 me4/ em4 27 26 96. 30
59 me4/em5 29 17 58.62
64 me4/eml0 19 13 68. 42
80 me5/em8 23 19 82.61
81 me5/em9 21 18 85.71
166 mel0/em4 22 17 77.27
220 mel3/em5 23 16 69.57
222 mel3/em7 21 19 90. 48
S Total 347 265
44 Mean 23.13 17. 67 76.37
3 i 4 & i
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