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Abstract; Using the chromosome fragment introgression lines of soybean derived from the cross between ZYD00006 ( Glycine
soja) as male parent and Suinong 14 ( Glycine max) as female parent, to study location of seed length and seed width. This
population has 102 lines and 329 SSR markers were used to construct the genetic map. In the results, 18 different traits were
found underlying those two seed traits. And the QTL sites of Sat_227, Satt388 and Satt568 were found underlying those two
traits at the same time. By the comparison, these 3 sites were found in different genetic population for seed traits. The additive
effect of location interval underlying seed length was range from —10% to 15.4% , and the additive effect of location interval

underlying seed width was range from —26.72% to 2. 76%. So these markers was useful to molecular assistant breeding and

gene mining.
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Fig. 1 The construction of population
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Fig. 2 The frequency distribution of seed length and seed width in the population
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Table 2 QTL mapping and additive effect analysis of seed length
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Linkage QTL Substituted segment Additive effect
Loci Additive effect
group length/cM contribution /% (PVE)
D1b Sat_227 qSL-D1b 13.5 0.10 1.5
D2 Satt582 qSL-D2 20.8 -0.18 -2.5
F Satt554 qSL-F 25.9 1.04 15.4
H Satt568 qSL-H 18.4 -0.78 -12.0
1 Satt419 qSL-1 6.6 1.04 15.4
L Satt388 qSL-L 28.1 0.72 10. 6
M Satt636 qSL-M 14.2 -0.20 -2.8
N Satt521 qSL-N 26.2 -0.68 -10.0
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A2 Sat_232 3.98" H Satt568  6.09 " *
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Satt332 3.39" N Sct_195 3.22*
Cl Satt565 5.04"" D1b Sat_227 3.80"
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Table 4 QTL mapping andadditive effect analysis of seed width
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A2 Sat_232 qSWid-A2 17.3 -0.76 -12.38
B1 Satt197 qSWid-B1-1 10.5 -0.76 -12.38
Satt332 qSWid-B1-2 32.3 -1.64 -26.72
Cl Satt565 qSWid-C1 13.2 -0.96 —-15. 64
D1b Sat_227 qSWid-D1b 13.5 -0.64 -10.26
H Satt568 qSWid-H 18.4 -1.48 -23.94
L Satt388 qSWid-L 28. 1 0.16 2.76
N Sct_195 qSWid-N 10. 1 0. 14 2.28
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