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Abstract: In this study, the genetic variation among the S, of 2 synthesized maize populations were evaluated
based on the data of SSRs. On the 40 SSR loci, a total of 420 alleles were detected in the S, of 2 populations. At each

locus, 3 to 25 alleles could be detected, with an average of 10.5. The indexes including polymorphic site number, ratio

of polymorphic sites, genotype number and mean gene heterozygosity in the S, of GP-5 were all higher, so there was

more genetic variation in the S, of GP-5. The mean genetic distance between the S, of GP-4 and GP-5 was higher

than that among the 20 strains, and the latter was much higher than that among different individuals in the same

strain. The S, of 2 populations were classified into 5 groups and 10 subgroups according to genetic distance, some

strains from the S, of GP—4 and GP-5 were classified into a same subgroups, it indicated that these strains may have

the same genetic backgrounds. It was necessary both to do field identification and SSR detection when selecting mate—

rials to synthesize maize population, and the number of materials was according to the breeding aim. When selecting

lines from populations, strains selecting must be emphasized particularly.
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Table 1 ~ Amplified number, polymorphicsite number, ratio of polymorphic sites and genotype number of GP—4 S, and GP-5 S,
HEA S, GG Y407 8 Amplified NO. ZAMLIEEL Polymorphicsite NO.
Population S gohfii Bk BOW PR OERREG) RME BRI MM P8 BERRHG)
progenies Min Max Total Mean cv Min Max Total Mean cv
GP-45, 3 25 420 10.55 0.441 2 21 353 8.83 0.5
GP-5S, 3 25 420 10.55 0.441 3 25 357 8.93 0.49
BHA S, 5 L5011 (%) Ratio of polymorphic sites LR AL Genotype NO.
Population S g Bkl B W PR ERREG) RME OB WM P8 ERRHG)
progenies Min Max Total Mean cv Min Max Total Mean cv
GP-45S, 333 100 3317 82.9 0.209 2 17 320 8.000 0.461
GP-5S, 47.1 100 3398 85.0 0.169 3 19 387 9.675 0.494
®2 GP-4S,.GP-5S, EE#AE
Table 2 The genetic heterosity of GP-4 S, and GP-5 S,
i > b i PRI H H 9 = Fr i POGRLS H H
No SSR marker  Chromosome GP-4S, GP-5S, No. SSR marker  Chromosome GP-4 S, GP-5S,
1 phi339017 1.03 0.645 0.741 21 phi085 5.06 0.858 0.843
2 phil09275 1.03 0.838 0.858 22 bnlg391 6.01 0.939 0.955
3 phiO11 1.09 0.773 0.789 23 phi0O31 6.04 0.868 0.865
4 phi308707 1.10 0.762 0.832 24 phi078 6.05 0.813 0.829
5 phi%96100 2.01 0.721 0.836 25 phi299852 6.07 0.705 0.713
6 phi083 2.04 0.896 0.842 26 phi089 6.08 0.868 0.882
7 bnlg1909 2.05 0.892 0.851 27 phi034 7.02 0.918 0.909
8 phil01049 2.10 0.722 0.798 28 phi328175 7.04 0.851 0.822
9 phil04127 3.01 0.871 0.901 29 phi069 7.05 0.786 0.796
10 phi374118 3.02 0.858 0.871 30 ume1304 8.02 0.725 0.823
11 phi029 3.04 0.785 0.774 31 phil00175 8.03 0.925 0.939
12 phi102228 3.06 0.897 0.885 32 phiO15 8.08 0.863 0.882
13 phi213984 4.01 0.895 0.840 33 phi233376 8.09 0.886 0.824
14 phi093 4.08 0.579 0.447 34 phi068 9.01 0.827 0.805
15 umel109 4.10 0.826 0.833 35 phi032 9.04 0.415 0.478
16 phi076 4.11 0.733 0.876 36 umc1104 9.07 0.775 0.817
17 phi006 4.11 0.892 0911 37 phi059 10.02 0.578 0.727
18 ncl30 5.00 0.747 0.822 38 phi063 10.02 0.819 0.848
19 phi008 5.03 0.715 0.785 39 umel152 10.02 0.668 0.764
20 phi087 5.06 0.897 0.892 40 umcl061 10.06 0.726 0.875
Mean GP-4 52 0.794 Mean GP-5S2 0.820
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Table 3 Average genetic distances of 20 strains of GP-4 S, and GP-5 S,

55 57 59 65 67 73 71 79 85 89 91 93 103 105 107 109 115 125 131 133
55 0.067
57 0.402 0.045
59 0.458 0.357 0.102
65 0.553 0.521 0.486 0.087
67 0.571 0.509 0.521 0.287 0.059
73 0.657 0.679 0.576 0.684 0.560 0.072
77 0.533 0.439 0.471 0.440 0.397 0.556 0.052
79 0.643 0.716 0.653 0.667 0.614 0.494 0.577 0.050
85 0.689 0.706 0.552 0.743 0.676 0.432 0.536 0.509 0.050
89 0.618 0.521 0.491 0.492 0.463 0.597 0.466 0.597 0.370 0.049
91 0.587 0.562 0.549 0.547 0.598 0.787 0.443 0.602 0.600 0.357 0.045
93 0.706 0.597 0.607 0.560 0.610 0.714 0.527 0.809 0.672 0.464 0.409 0.069
103 0.517 0.604 0.642 0.738 0.729 0.638 0.552 0.656 0.562 0.616 0.552 0.536 0.069
105 0.819 0.828 0.730 0.824 0.674 0.569 0.763 0.702 0.604 0.683 0.719 0.633 0.630 0.074
107 0.721 0.627 0.578 0.542 0.537 0.643 0.669 0.670 0.604 0.542 0.602 0.478 0.725 0.400 0.045
109 0.610 0.677 0.597 0.712 0.781 0.452 0.563 0.546 0.486 0.589 0.564 0.646 0.533 0.555 0.558 0.082
115 0.491 0.446 0.514 0.589 0.577 0.622 0.456 0.562 0.638 0.543 0.472 0.499 0.524 0.715 0.526 0.499 0.112
125 0.676 0.657 0.596 0.708 0.704 0.623 0.646 0.576 0.623 0.680 0.562 0.736 0.719 0.583 0.578 0.536 0.591 0.033
131 0.611 0.568 0.598 0.521 0.468 0.732 0.544 0.674 0.701 0.563 0.557 0.549 0.620 0.730 0.564 0.685 0.516 0.487 0.109
133 0.560 0.467 0.494 0.508 0.531 0.662 0.492 0.623 0.724 0.461 0.396 0.501 0.620 0.617 0.559 0.587 0.463 0.439 0.513 0.055
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Table 4 Groups of 60 individuals from GP-4 S,, GP-5 S, calculated from SSR markers
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55-1.55-2.55-3.57-1.57-2.57-3.59-1.59-2.59-3

115-1.115-2.115-3
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Fig.1 Dendrogram 60 individuals from GP-4 S,, GP-5 S, calculated based on genetic distance from SSR markers
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