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QTL Analysis of Soybean Quality and Yield Related Characters

JIANG Chun-zhi PEI Cuiquan JING Huixian ZHANG Meng-chen WANG Tao
DI Rui LIU Bing-giang YAN Long
(1. Institute of Cereal and Oil Crops Hebei Academy of Agriculture and Foresiry Sciences Shijiazhuang
Branch Center of National Center for Soybean Improvement Shijiazhuang 050031 China)

Abstract: Cross was made using high protein content variety Jidou 12 as female parent and high oil content va—
riety Jihuang 13 as male parent and get FyRIL population with 148 single plants. The linkage map of this population
was made using Fy family. The quantitative characters such as protein and oil content as well as yield related charca—
ters such as plant hight first pod hight branch number nod number efective pod sterile pod seed weight per
plant seeds per plant were recorded and mapped. 15 QTLs for 10 characters were detected. The QTLs of protein and
oil content were located on A2 linkage group and the contribution rate is 10% and 16% respectively. The result al—
so showed that most QTLs of the characters corelatited to yield were located on C2 linkage group.
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Tab.1 QTLs of agronomy characters of soybean
LOD /%
character Linkage group renge location Contribute rate Additive effect Dominant effect
Plant hight L Satt229-Satt373 13 5.33 27 13.98 -7.50
C2 Satt365-Satt376 36.3 7.27 37 -18.00 28.58
First pod hight K Satt381-Sat399 14.4 2.80 14 2.26 -3.82
Cc2 Satt307-Satt365 26.9 3.04 22 -2.62 1.08
Brench c2 Satt365-Satt376 30.7 6.26 29 -1.10 1.67
Nod number L Satt229-Satt373 0 4.64 26 2.63 -1.02
C2 Satt307-Satt365 25.8 5.27 24 -2.59 5.15
Effective pod c2 Satt365-Satt376 32.2 5.63 27 -2.99 5.86
c2 Satt365-Satt376 30.7 5.03 26 -25.47 10.78
Sterile pod G Satt594-Satt517 6.8 4.65 6 -1.05 12.29
A2 Sat334-Sat122 10.8 4.81 7 1.12 19.09
Seed weight per plant Cc2 Satt307-Satt365 27.2 3.90 13 -7.64 28.18
Seed number per plant C2 Satt365-Satt376 31.5 3.87 17 -32.04 98.26
Protein content A2 Sat334-Sat122 10.8 2.19 10 0.59 -3.32
Oil content A2 Satt228-Satt429 0.4 2.60 16 -0.42 -0.07
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Fig.3 LOD map of seed weight per plant
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