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Analysis of Genetic Difference Among Sweet Corn Inbred Lines by SRAP
ZHAO Wei,
(1. Agronomy College , Gansu A gricultural University, 730070;
2. College of A griculture and Garden, Zhongkai A gricultural and Technical College, 510225)
Abstract: The genetic difference among 9 inbred lines of sweet corn were analyzed with 25 SRAP marker. The

result were as follows:8 SRAP loci were polymorphism; Total 36 alleles were revealed among 9 inbred lines and 2 — 7

alleles were detected by one SRAP marker with the average of 4.88 alleles; Nine inbred lines tested could be classified

into 2 groups based on Squared Euclidean distance with clustering analysis.
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Table 1 Adoption the name of SRAP primer and primer sequence
Mt L] hgdl RE 73
M1 TGAGTCCAAACCGGATA E1 GACTGCGTACGAATTAAT
M2 TGAGTCCAAACCGGAGC E2 GACTGCGTACGAATTTGC
M3 TGAGTCCAAACCGGAAT E3 GACTGCGTACGAATTGAC
M4 TGAGTCCAAACCGGACC E4 GACTGCGTACGAATTTGA
M5 TGAGTCCAAACCGGAAG ES5 GACTGCGTACGAATTAAC
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Table 2 The amplification result of 8 SRAP markers
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Note: 1 — 9 is inbred lines of sweet corn, 10 — 11 is inbred lines of corn, 12 — 13 is inbred lines of waxy corn.
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Fig.1 The amplification result of 9 inbred lines of sweet corn by primer pair M1-E3
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Table 3 Similarity coefficient matrix of 9 inbred lines of sweet corn

fb i i1 fit2 it 3 fit4 s fit 6 it 7 8 fito
it 1 1.000
fit2 1.000 1.000
fif 3 1.000 0.909 1.000
fitt 4 0.182 1.000 0.636 1.000
fits 0.545 0.636 0.455 0.727 1.000
fit 6 0.364 0.455 0.818 0.727 0.000 1.000
#it7 0.273 0.364 0.364 0.636 0.636 0.455 1.000
8 0.545 0.818 0.455 0.545 0.364 0.727 0.636 1.000
fito 0.273 0.364 0.364 0.273 0.273 1.000 0.909 0.636 1.000
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Fig.2  Dendrogram by cluster analysis of 9 inbred lines of sweet corn
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