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culating populations. The results showed that a total of 162, 83, and 140 allelic variations were detected in 39 SSR
markers in 62 materials, Tie7922 improved lines, and Ji135228 improved lines, with an average of 4.05, 2.13, and
3.51. The point polymorphism information index(PIC) averaged 0.45, 0.26, and 0.37, respectively; the genetic diver-
sity of the improved 135228 improved line was higher than that of the Tie7922 improved line. The genetic distance
ranged from 0.11-1.87, with an average of 0.76; the genetic distance between the 135228 improved line group and
Ji 135228 was the smallest(0.09), and the genetic distance between the Tie7922 improved line group and the
Tie7922 was also close(0.16). According to UPGMA clustering method, principal component analysis and model
clustering method, it was divided into two groups: SS group(Tie7922 and its improved lines, B73, Ye478, etc.) and
NSS group(Ji 135228 and its improved lines and standard test lines Mo17, Dan 340 and Huangzao 4, etc.), which
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Table 1  Fifty three circulating group selection materials and test species
s & R i % il s FF 5 % R 1 % St
No. Name Consanguinity Genetic background No. Name Consanguinity Genetic background
1 S1813 W4M029x4% 7922 A 20 51833 904x7 135228 B
2 S1814 W4MO029x4% 7922 A 21 S1835 PHPO2x 7 135228 B
3 S1815 WA4MO029x#% 7922 A 22 S1836 J8606x 7 135228 B
4 S1816 LM-16x%k7922 A 23 S1837 J8606x 7 135228 B
5 S1817 LM-16x%8k 7922 A 24 S1838 J8606x 7 135228 B
6 S1818 LM-16x%k7922 A 25 S1840 J8606x 7+ 135228 B
7 S1819 LM-16x%£k7922 A 26 S1841 78501x7 135228 B
8 51820 LM-16x 7922 A 27 51842 78501x7 135228 B
9 S1821 PHHBOx#): 7922 A 28 51843 78501x75 135228 B
10 S1822 PHHBI9x#% 7922 A 29 S1844 Z8501%7 135228 B
11 S1823 PHHBOx#: 7922 A 30 S1845 78501x7 135228 B
12 S1824 PHHB9x#: 7922 A 31 S1846 78501x7 135228 B
13 S1825 PHHBO9x%#k 7922 A 32 S1847 78501x75 135228 B
14 S1826 798-1x7 135228 B 33 S1848 7850175 135228 B
15 S1827 798—1x7 135228 B 34 51849 PHI33x7 135228 B
16 S1828 798-1x7 135228 B 35 S1850 PHJ33x7 135228 B
17 S1829 904x7 135228 B 36 51851 WO6F513x7 135228 B
18 S1831 904x7 135228 B 37 S1852 WO6F513x7 135228 B
19 S1832 904x7 135228 B 38 S1853 WO6F513x7 135228 B
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ZER1  Continued 1
Jr g AR M % B 5 ¥ = # FK I % WLE 5
No. Name Consanguinity Genetic background No. Name Consanguinity Genetic background
39 S1854 W6F513x7 135228 B 51 S1868 WS49x7 135228 B
40 S1855 W6IF513x7 135228 B 52 S1869 X820x7% 135228 B
41 S1857 W6F513x7 135228 B 53 S1870 X820x7 135228 B
42 81858 W6F513x+ 135228 B 54 135228 5 V022xM54 B
43 S1859 W6F513x7 135228 B 55 F+340 - B
44 S1860 W7MI114x7 135228 B 56 peall| - B
45 S1861 W7MI114x7 135228 B 57 478 - A
46 S1862 W7MI114x7 135228 B 58 Mol7 - B
47 S1863 W7MI14x7 135228 B 59 7922 - A
48 S1864 WS49x 7+ 135228 B 60 B73 - A
49 S1865 WS49x 7 135228 B 61 4134 - A
50 S1867 WS49x7 135228 B 62 1018 - B

1.2 KEHE
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Table 2 Summary of genetic diversity among 39 SSRs markers detected in 62 inbred lines

%4 > 519 LT Sfr RN ZBME | RS 9 WY WAL S SERZRME AN

No. Primer  Frequency JE%L  Gene (=S8 No. Primer  Frequency JEPI%X0  Gene 5B
Allele No.  diversity PIC Allele No.  diversity PIC
1 Al 0.69 3 0.46 0.39 21 A22 0.32 6 0.78 0.75
2 A3 0.58 4 0.54 0.46 22 A23 0.64 4 0.48 0.39
3 A4 0.58 4 0.60 0.54 23 A24 0.54 4 0.61 0.54
4 A5 0.50 6 0.63 0.56 24 A25 0.66 3 0.48 0.39
5 A6 0.41 3 0.63 0.55 25 A26 0.62 4 0.50 0.41
6 A7 0.72 4 0.43 0.38 26 A27 0.53 5 0.60 0.53
7 A8 0.64 4 0.54 0.49 27 A28 0.62 2 0.47 0.35
8 A9 0.43 5 0.72 0.67 28 A29 0.72 5 0.45 043
9 A10 0.41 4 0.66 0.59 29 A30 0.48 3 0.61 0.52
10 All 0.45 6 0.70 0.65 30 A31 0.50 5 0.58 0.49
11 Al2 0.77 6 0.38 0.35 31 A32 0.45 4 0.59 0.49
12 A13 0.64 4 0.53 0.47 32 A33 0.45 3 0.54 0.47
13 Al4 0.70 3 0.45 0.40 33 A34 0.82 3 0.30 0.26
14 Al5 0.87 4 0.23 0.22 34 A35 0.48 4 0.68 0.62
15 Al6 0.79 3 0.34 0.30 35 A36 0.90 4 0.18 0.17
16 A17 0.50 4 0.64 0.57 36 A37 0.87 4 0.24 0.22
17 Al18 0.56 2 0.49 0.37 37 A38 0.67 4 0.46 0.39
18 A19 0.87 2 0.22 0.19 38 A39 0.83 3 0.28 0.26
19 A20 0.40 4 0.68 0.62 39 A40 0.53 6 0.65 0.60
20 A21 0.70 4 0.45 0.40 1y 0.62 4.05 0.51 0.45
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Fig.1

Distribution of pairwise Nei’s(1972) genetic distance calculated for 62 maize inbred lines genotyped with 39 SSR markers

B2 #HXBEZ R UPGMAREE
Fig.2 The UPGMA tree for tested inbred lines
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Fig.3 Dendrogram between 11 groups
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4 BR7922BHE MR KE
Fig.4 Tie 7922 group clustering diagram

El5 135228 BHANRAEE
Fig.5 The Ji 135228 group clustering diagram



34 19 B A T SSRATRC Y FORTEPM AR 1 AL A 18 1 At A 77

23 EHHAHH

BT Neis st {2 BE 25, Al NTSYS—pe2.11 #ff
PEAT 3L 53 A L I 21> 32 B A3 T i g A o B PR A
SEHY 64.24% , 75 1 PC1(42.89%)F1 PC2(21.35%) i
) e b (K 6), i # H SRR PR, AT
FE MDY 2 R, — A A R AR U
FI 28 5 A 8K 7922 e Bt B & AR o I 46 Fh B73 .

41343 X 16 N HAZ R, JB TR AR BT 50—
RATHEN TR KSR AR FAC R A 7 139228 M H:
ol R 2R FTBR AE I 56 B Mo17, J& T L 7Y () Lancaster
B, Hidr, 798~ 175 138228 6 H 1Y 31> A 38 & (14,
15, 16)F1 WOF513x35 138228 HE F 1) 14~ F 58 £ (42)
BRI . BRIEZ AN, B 0 56 Fh 4 478 . 1018 B
LU o T T BB RGE

1~ 2 fUR AR FER L. TR,

Note: 1-62 represent inbred line the same as table 1. The same below.

E6 T 39/ SSRARIZI 624 B3 R4 PCASH
Fig.6 2D Principal component analysis (PCA) of 62 inbred lines genotyped with 39 SSR markers
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E7 ETF39/ SSRIFIE 621 B RAI =4 PCALHT
Fig.7 3D Principal component analysis(PCA) of 62 inbred lines genotyped with 39 SSR markers
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Fig.8 Curve changes AK
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Fig.9 Population structure of 62 inbred line
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