PN S
SOYBEAN SCIENCE

Vol.29 No.2
Apr. 2010

H29% H2M
2010 4E 4

= E AN — = f
XREEBRSEM QTL EfL
MIEE KW, E AL RAR B A
(L B2 25 BRI % B L 75 8 2661092, AR AL RREBE fETBIE AT LR 3 7% 250100)

OE LR E RS R ST B 26 FIREE AW R SO R A, R SRR & 170 D ERBR A F, AR B BRI, R T
SSR Jr THRCH AR, AT — kA48 18 DN EBURFAY /> TSI 1S, 28 KSR K 1 035.6 oM, bRic (] - 44 B
916,44 M I AL A X A4 [0 , 08 7E 5 B AR B A AR Y F, BEMR B 4 B & i A EAT QTL 0. S5 R %
W15 i g s LB 3 A S R R R QTL, 20 A T D2 B A K & BIRE b, 23 Bl i B 14% 1% F 2% 1)
AR B AR mUE B 1 A S E B RS A SRR QTL, AL T E S8 b, TR 3% i s o i gL /R 48 30 3
A5 BT E ALY QTL A B SSR ARiC , X EEARIC A A KA TR i B & MR Bt 2%

KR R EE A BT i QTL E A

FE 43S .8565. 1 Xk ARIRAD ;A X E %S :1000-9841(2010)02-0207-03

QTLs Mapping Related to Protein Content of Soybeans
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Abstract ; Soybean is a versatile crop due to its multitude uses as a high protein meal and vegetable oil. Seed protein content
is an important quantitative traits. To identify the quantitative traits loci ( QTL) related to seed protein content,a cross was
made with the high protein content variety Qihuang 26 and the low protein content germplasm Huapidou, and derived a F,
population with 170 plants. Two F,., populations were derived from the F, population in Jinan and Guanxian respectively.
SSR marker data of F, population and phenotype data of F,., population were analyzed with Mapmaker/EXP V3.0 and QTL
Cartographer 2.5. One molecular genetic linkage map with 18 linkage groups (LGs) and covering 1 035.6 ¢M was mapped
and 3 QTLs related to seed protein content were identified on D2, E and K linkage groups, explaining 14% ,11% and 2%
phenotypic variance respectively in Jinan, and 1 QTL related to seed protein content was identified on E linkage group in
Guanxian, explaining 3% phenotypic variance.
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Fig. 1 QTLs related to protein content

in linkage groups in Jinan
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Table 1  QTLs associated with seed protein content of soybean in Jinan and Guanxian
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Fig.2 QTL related to protein content
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