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Abstract ;: Soybean protein is the main source of vegetable protein. Developing high protein content soybean is one of main

aims in soybean breeding. Up to now, lots of QTLs have been revealed related to soybean protein content, but due to the dif-

ferent populations, markers and environments, the QTLs have not been integrated systematically. This study mainly referred to

the physical integrations of QTL results and select meta-analysis to confirm 6 stable QTL regions. Moreover, overview method

based on statistic thesis was also chosen for qualifications of QTLs and confirmations of valid QTLs positions. Finally, the most

stable SSR marker Satt127 had been screened out, which could apply evidence for marker-assisted breeding.
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Fig. 1 The integration map of QTLs related to soybean protein contents in linkage group I after projection
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Table 2 The numbers of soybean protein contents QTLs integrated in linkage group and the smallest confidence intervals
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Cc2 9 4 112. 14 1.01 40.92 41.93
E 12 3 108.30 3.10 44.14 47.24
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The horizontal axis means the genetic position of QTL after Overview analyzing, and the ordinate means the possibility of the true position ex-

isting in the interval between x and x +0.5 on the whole linkage group.
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Fig.2 Overview analysis of QTLs related to soybean protein content(B1,C1,C2,E,I and K)
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Table 3 Comparison of the intervals of the most stable QTLs related to soybean protein content obtained by three methods
EHURE A P QTL X [H] TR AT QTL X [H] Overview QTL i & i
Name Interval of repeated QTL/cM QTL interval after Meta-Analysis/cM Genetic position of QTL by Overview/cM
I 20 ~40 36.15(35.97 ~36.33) 36.5
E 40 ~ 60 45.69(44.14 ~47.24) 45.5
B1 40 ~ 60 58.97(58.87 ~59.06) 59.0
C1 120 ~ 140 130.06(122.9 ~137.22) 124.5
C2 40 ~ 60 41.42(40.92 ~41.93) 42.5
K 40 ~ 60 47.34(41.62 ~53.06) 45.5
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Table 4 The changes of the confidence interval under three methods
Bt YR % Az 21 QTL

The genetic

AL B #/ B (5 X Al K B Genetic position / Confidence interval ¢cM
i QTL I3 RS Overview J5 i
Original QTL Meta-Analysis Overview

Linkage group
contribution rate/%

B1 12 46.39 ~58.91/12.52 58.07 ~59.06/0.19 58.91 ~59.10/0.19
Cl 41.77 132.46 122.9 ~137.22/14.32 123.79 ~127.06/3.27
Cl1 16 123.79 122.9 ~137.22/14.32 123.79 ~127.06/3.27
Cc2 14.37 40.30 ~44.66/4.36 40.92 ~41.93/1.01 42.37 ~44.66/2.29
E1 9.92 46.65 ~70.23/23.58 44.14 ~47.24/3. 1 45.40 ~45.63/0.23
1 33.7 36.03 ~36.40/0.37 35.97 ~36.33/0.36 36.40 ~36.59/0.19
K 31.43 46.63 41.62 ~53.06/11.44 45.14 ~45.59/0.45
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“#” means that the confidence interval came from prediction according to markers around the genetic position by Overview in public map.
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