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Abstract 48 soybean (36 large grain varieties and 12 small grain varieties) varieties are collected from many areas of China ,
including different ecological types. 7 pairs of location-known molecular markers are used for syste-matically practical confirmation
and value evaluation. Amplified by PCR, ran electrophoresis with a 9% acryla-mide gel, counted each SSR loci and finally
analysised variance with SPSS software. The results are as follows: 3 practical molecular markers (GNEQ70, Satt126, Satt633) were
selected in the large/small grain group. In short, 35 materials can be detected by one or more markers (the number of large-seed
material is 36), and the coincident rate is as high as 97.2%. The experimental results show that the joint use of GNE070, Satt126 and
Satt633 is feasible in molecular marker-assisted breeding (large-grain breeding) practice.
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Table 1 Analysis of data for the weight of 100-seed among alleles of SSR loci with weight of 100-seed

Gk SN AR DNA i Et(bp) MEE R FE{H(9) Ji Z
Primer Allele (No.) DNA fragment (bp) Number Mean (g) Analysis of variance
1-2 1-3 2-3
GNEO70 1 300 15 18.9 t=-5.658
2 280 33 28.1 p=0.000""
Satt126 1 170 17 20.5 t=-4.151
2 130 31 27.8 p=0.000""
Satt633 1 170 29 275 t=2.712 t=2.261 t=-0.049
2 160 12 21.0 p=0.010"" p=0.030" p=0.961
3 140 7 231
PN TR sINRLA
Large grain group Small grain group
M 1 M .
300bp—‘..2.--.~-_JQ!...-..-- -.-.-. .....-._._u-u- . -..____'--F::l'
- " -
200 bp —| % -

Kl 1 GNEO70 7£ K//NKLLH I8 1
vE: M: 100 bp DNA ladder marker; a: 2% — &5 48 5
Figure 1 Amplification of GNEQ70 in the large/small grain group

Note: M: 100 bp DNA ladder marker; a: The second allelic variation
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Figure 2 Amplification of Satt126 in the large/small grain group
Note: M: 100 bp DNA ladder marker
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E: M:100 bp DNA ladder marker

Figure 3 Amplification of Satt633 in the large/small grain group
Note: M: 100 bp DNA ladder marker
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2 KV R GNEQ70, Satt126 A1 Satt633 Axic BG4t it
Table 2 Amplification statistics of GNE070, Satt126 and Satt633 in the large/small grain materials

MEENS  GNE070  Satt126  Satt633  HELAEL MBS GNE070  Satt126  Satt633  HIBLUCH
Code Times Code Times
1 + + + 3 25 + + - 2
2 + + + 3 26 + + + 3
3 + - + 2 27 + - - 1
4 + + + 3 28 - - - 0
5 + + + 3 29 + + + 3
6 + + + 3 30 + - - 1
7 + + + 3 31 + + + 3
8 + + + 3 32 + + + 3
9 + + + 3 33 + + - 2
10 + + + 3 34 + + + 3
11 + - + 2 35 + + + 3
12 + + + 3 36 - + + 2
13 + + 2 37 - - + 1
14 + + - 2 38 - - - 0
15 + - - 2 39 - - + 1
16 + - + 2 40 - - - 0
17 + - - 1 41 - + - 1
18 + + + 3 42 + - - 1
19 + - 1 43 + - - 1
20 + + + 3 44 - - + 1
21 + + 2 45 - - - 0
22 + + + 3 46 - - - 0
23 + + + 3 47 - - - 0
24 + + - 2 48 - + - 1

e RKHERE=25g AMRAPERES<I8Ig

Note: 100-seed weight =25 g in large grain group; 100-seed weight<<18.3 g in small grain group
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