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Application of SRAP Marker in Soybean Resistance to Bean Pyralid

(Lamprosema |nd|cata Fabr|C|us)
Sun Zudong , Long Jlfeng , Tang Xmgfu , Yang Wei

Guangxi Crop Genetlc Improvement and Biotechnology Labouatory Cash Crop Research Institute, Guangxi Academy of Agricultural Sciences, Nanning,
530007
HCorresponding author: sunzudong@hotmail.com ; 0= Authors

Abstract SRAP (Sequence-related Amplified Polymorphism) is a new technique for molecular marker. It is simple, highly
codominant, dependable, distributed evenly in genome and easy to sequence the selected bands. This technique has been used in gene
localization, gene cloning and the construction of genetic map and so on. In this study, SRAP-PCR reaction system and amplification
procedure for soybean were established to ensure the reliablity of SPAP marker. That is the basis for successfully applying SRAP
marker into the research on soybean. PCR reaction was carried out in a total volume of 20 pL containing 2.0 mmol/L Mg, 0.20
mmol/L dNTP, 1.5U Tag DNA polymerase, 0.5 pmol/L upstream and downstream primers and 50 ng template DNA. In this study, 27
forward primers and 40 reverse primers were designed. Totally 1 080 pairs of primers were generated in 12 varieties of soybean
materials . Among them 516 pairs of primers are polymorphic and account for 47. 8% of all the pairs of primers and 60.6% of the
primer pairs which can amplify bands.
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Figure 1 SRAP finger print of 12 soybean varieties genetated
by primers Me19-Em1 and Em19-Em2

Note: 1~12 standfor 12 varieties of soybean respectively
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Table 2 sequences of SRAP

SRAP 5|¥)351]
Sequences of SRAP

ERGIPF51(5-3")

Forward primer sequences (5'-3')

KI5 T E(5-3")

Reverse primer sequences (5'-3")

mel TGAGTCCAAACCGG ATA eml GACTGCGTACGAATT AAT em2l GACTGCGTACG AATT TCA

me2 TGAGTCCAAACCGG AGC em2 GACTGCGTACGAATT TGC em22 GACTGCGTACG AATT TCG

me3 TGAGTCCAAACCGG AAT em3 GACTGCGTACGAATT em23 GACTGCGTACG AATT GAG
GAC

med TGAGTCCAAACCGG ACC em4 GACTGCGTACGAATT em24 GACTGCGTACG AATT CAT
TGA

me5 TGAGTCCAAACCGG AAG em5 GACTGCGTACGAATT em25 GACTGCGTACG AATT CAC
AAC

meb6 TGAGTCCAAACCGG TAG emo6 GACTGCGTACGAATT em26 GACTGCGTACG AATT GCC
GCA

me7 TGAGTCCAAACCGG TTG em7 GACTGCGTACGAATT ATG em27 GACTGCGTACG AATT CTA

me8 TGAGTCCAAACCGG TGT em8 GACTGCGTACGAATT em28 GACTGCGTACG AATT CTT
AGC

me9 TGAGTCCAAACCGG TCA em9 GACTGCGTACGAATT em29 GACTGCGTACG AATT CTC
ACG

mel0 TGAGTCCAAACCGG TAA eml0 GACTGCGTACGAATT TAG em30 GACTGCGTACG AATT CGA

mell TGAGTCCAAACCGG TCC emll GACTGCGTACGAATT TCC em3l GACTGCGTACG AATT CGG

mel2 TGAGTCCAAACCGG TGC eml2 GACTGCGTACGAATT GTC em32 GACTGCGTACG AATT CAAT

mel3 TGAGTCCAAACCGG CAT eml3 GACTGCGTACGAATT em33 GACTGCGTACG AATT CTGC
GGT

mel4 TGAGTCCAAACCGG TCT eml4 GACTGCGTACGAATT em34 GACTGCGTACG AATT CGAC
CAG

mel5S TGAGTCCAAACCGG AAA eml5 GACTGCGTACGAATT CTG em35 GACTGCGTACG AATT CGAG

mel6 TGAGTCCAAACCGG CTA eml6 GACTGCGTACGAATT em36 GACTGCGTACG AATT CGCA
CGC

mel7 TGAGTCCAAACCGG AAC eml7 GACTGCGTACGAATT em37 GACTGCGTACG AATT CGCC
CCA

mel8 TGAGTCCAAACCGG TGC eml8 GACTGCGTACGAATT em38 GACTGCGTACG AATT CTCA
CAA

mel9 TGAGTCCAAACCGG CAG eml9 GACTGCGTACGAATT GAT em39 GACTGCGTACG AATT CTCC

me20 TGAGTCCAAACCGG ACA em20 GACTGCGTACGAATT CCT emd40 GACTGCGTACG AATT CTGA

me21 TGAGTCCAAACCGG ACT

me22 TGAGTCCAAACCGG GTA

me23 TGAGTCCAAACCGG ACG

me24 TGAGTCCAAACCGG AGA

me25 TGAGTCCAAACCGG GAC

me26 TGAGTCCAAACCGG AGG

me27 TGAGTCCAAACCGG GGT

B MHAT N - ARG S0 Fhrinses, Ho—1Eams  SHEXER

TR H DGR TR S i ARG, DTSR
B AEEL S AT . A AR R A 152 9T (R R i R ST
B

AT K B RB A EL 400 H (30871545), [ R [E 34

I H (FERHA 0832020) K1) VG A Mk Rt 27 B 55 4lk 25 9 T H
(201004Z(FE))H[m) % By o
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