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Analysis of SRAP Markers Associated with Common Leaf Spot
Disease Resistance Gene in Alfalfa
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Abstract: [Objective] The study identified the molecular markers linked to common leaf spot disease resistance gene in
alfalfa. [Method] With a F, population produced by two middling resistant parents (YL0602MxSH0602M), the molecular marker
associated with common leaf spot disease resistance gene was screened by BSA method and SRAP technology. [Result] One
specific band was found between resistant and susceptible DNA pool and 20 plants that comprised the two pools. Sequencing of the
fragment indicated that its length was 169 bp. This SRAP marker was named as M3E3-R169. [ Conclusion] The coincidence rate of
the existence of M3E3-R169 in 20 plants was 80%, so M3E3-R169 would be linked to common leaf spot disease resistance gene.
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Table  The forward and reverse SRAP primer sequences for
this study

ERFIY (5-3)

Forward primers (5'-3")

KI5 (5-3)

Reverse primers (5'-3")

Mel TGAGTCCAAACCGGATA Eml GACTGCGTACGAATTAAT
Me2 TGAGTCCAAACCGGAGC Em2 GACTGCGTACGAATTTGC
Me3 TGAGTCCAAACCGGAAT Em3 GACTGCGTACGAATTGAC
Me4 TGAGTCCAAACCGGACC Em4 GACTGCGTACGAATTAAC
Me5 TGAGTCCAAACCGGAAG EmS5 GACTGCGTACGAATTGCA
Me6 TGAGTCCAAACCGGACA Em6 GACTGCGTACGAATTCAA
Me7 TGAGTCCAAACCGGACG Em7 GACTGCGTACGAATTCAC
Me8 TGAGTCCAAACCGGACT Em8 GACTGCGTACGAATTCAT
Me9 TGAGTCCAAACCGGAGG Em9 GACTGCGTACGAATTCTA

Mel0 TGAGTCCAAACCGGAAA  Em10 GACTGCGTACGAATTGTC

M12 345678 910RSINII2I31415161718 1920

M: DNA fi#fi; R: PURT DNA ith; S: /@0 DNA ib; 1—10: mii
PR 11—20: FECLRE

M: DNA marker; R: Resistant pool; S: Susceptible pool; 1-10: Resistant
plants; 11-20: Susceptible plants

B Me3/Em3 7E47L. R4 DNA it AR 3Eithin . REEAKIEIAY
HBER

Fig. The PCR results with primer Me3/Em3 in resistant and
susceptible DNA pools, 10 highly resistant plants and 10
highly susceptible plants

2.2 HBRRBENEERFESH
Me3/Em3 5|9 386 (s 5 v B, 4elmliie, s
PR, KIMILKANK 169 bp, HiZbriddr s H
M3E3-R169, FBUFHIW R CRRIZLA K575 -
TGAGTCCAAACCGGAATAACCCCATATGTA
GTAGACTTGAAATCGGAACAAAATTAATGTCAG

ATGAAACTTTTTTATCTTCGAGAGAGAACAATAT
TATTATTTGCTTACCCATAAGAAGGTGTTAATGT
CAGCTGTCTCGTGTCCCCCTGTCAATTCGTACGC
AGTC

MJF 5 25 5 wT %, H I Be M3E3-R169 &
JEHIA 169 bp, Fw 435l & A HE 5149 Me3 JE1IHI
Em3 & [0 HANTH (RIZHa ) o Bt AL
T. C. G4 FigFErIEH 725000 53 51, 34, 31, I
1, A+T=61.54%, C+G=38.46%. il NCBI K%
Bt Y5 GenBank ¥ 2 (A% 171 7 210 3T LU, I
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