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Abstract In this paper, we analyzed the genetic diversity among 178 maize hybrids which had been taken part in Guizhou province
field tests in 2005-2009 by employing SSR markers. The results showed that a total of 107 allelic locus were detected by 20 pairs of
SSR core-primers. The number of alleles per locus varied from 3 to 7, averaging 5.35. Genetic similarities among the 178 hybrids
ranged from 0.430 to 0.916 with an average of 0.630. The cluster analysis showed that the 178 hybrids could be classified into ten
clusters, with 74.2 % of the hybrids included in Cluster 1. The results indicated that SSR marker was an effective method of revealing
genetic diversity of maize. It was indicated that the similarity was high and the genetic diversity was narrow among most of the
hybrids. It is necessary to broaden the genetic basis of maize in Guizhou.
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Table 1 Microsatellites, chromosome, and number of alleles for SSR markers

514  SIAREN 2 v PR 514 Yetofk AN R
Primer Chromosome Number of alleles Primer Chromosome Number of alleles
bnlg439 1.03 6 bnlg161 6.00 6
bnlg2331 1.11 5 phi299852 6.07 6
bnlg125 2.02 5 bnlg1792 7.02 5
mmc0191 2.07 6 phill6 7.06 7
umc2105 3.00 5 umcl741 8.03 5
bnlg1496 3.09 4 phi080 8.08 5
phi072 4.00 5 phi065 9.03 7
bnlg2291 4.06 6 bnlg1191 9.07 3
umcl1705 5.03 6 umc2163 10.04 5
umc1225 5.08 5 bnlg1450 10.07 5
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Figure 1 The distribution of genetic similarity
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Figure 2 UPGMA clustering of 178 hybrids based on genetic
similarity coefficients
Note: The order of the number on the right is from left to right,
then from up to down; The inferior represent coefficients
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Figure 3 The variation of GS among tested maize hybrids in
different years
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% 2 178 M4 & 4 Fx
Table 2 178 maize hybrids used in the study

i Al 5 dlH B 'y HEBW s ALK s A B
Code Name Code Name Code Name Code Name Code Name
1 ik 49 24 P3G 47 Hl 2051 70 IEX818 93 1564
Tunyu 49 Andan 3 Bishi 2051 Zhengda 818
2 B 1 %5 25 B4 2303 48 Ikl 686 71 R 007 94 BiHL7151
Zhuhuangnuol Qianxing 2303 Jueyu 686 Dika 007 Guidan7151
3 JIIER. 29 26 FX 2302 49 HKE85 2 EK2Y 95 503
Chuandan 29 Qianxing 2302 Shenyu 8 Fuyou 2 TR 15
4 EX1%5 27 =dt6 5 50  Frilft 933 73 105 96 @il 2501
Zhengxing 1 Sanbei 6 Xinliaodan933 Ludan 10 Lishi 2501
5 7R 225 28 phii 112 51  RDI1175 74 1EK 999 97 422051
Dong 225 Xishan 112 Zhengda 999 An 2051
6 K 2041 29  JQ03-4 52 201469-4 75 Pk 8y 98 = 15
Bi 2041 Longanyu 8 Yunrui 1
7 i 18 5 30 %2032 53 HWEEK6T 76 ST 9 L3y
Nanxiao 18 An 2032 Efengyu 6 Sangian 1 Zhijin 3
8 nif 318 31 2099 54 XA 218 77 15 100 HH14 5
Guinong 318 Yinong 218 Yudan 15 Bidan 14
9 WE3H 32 %5306 55  WF216 78 IE4311 101 #ER2%
Zunyu 3 Qian 306 Zhenghong311 Haihe 2
10 K 95 33 Ak 5918 56 tE25 79 44k 718 102 k25
Nongda 95 Guinong5918 Beiyu 2 Jinnong 718 Zhongnong 2
11 E 15 34 302 57 JF618 80 il 35 103 H 16
Zhengcheng 1 Qian 302 Shenhai 3 Yudan 16
12 WE 13 %5 35 RK 108 58 #2566 81 i 418 104 #HIET T
Luyu 13 Nongda 108 Lishi 2566 Zunshi 418 Huaxuan 7
13 Ak 205 36 25404 59 #5416 82 B2 402 105 121
Shengnong205 Qian 404 Qiandan 16 Qianxing 402 Liaodan 121
14 &p2'5 37 %5406 60 HikH 45 83  HKS5618 106 A 13
Lvdan 2 Qian 406 Xuanhuangdan4 Yudan 13
15 K18 38 k4 61  AxifE25 84  HK5620 107 FHEL 65
Eyu 18 Huaxuan 4 Shenhai 2 Keyuanyu 6
16 C203-2 39 1EK 2398 62 REAR 206 85 SF621 108 kA 202
Zhengda2398 Shengnong 206 Chengdan202
17 1% 3138 40  PGX-1 63 #E5T 86  YAT482 109 121
Zunshi 3138 Panyu 5 Xishan 121
18 XF-402 41 XF-412 64 HEFH 4 5 87 HE 301 110 ik 2041
Zhaoyang 4 Zunyu 301 Xingshi 2041
19 ¥ 1972 42 JEE 207 65 B E 3202 88 HELYS 111 551501
Zhuhuang1972 Zunyu 207 Aoyu 3202 Shenyu 1 Guidan 501
20 I 205 43 3#id 305 66  HEHL2Y 89 LT3 112 # K 100
Zunyu 205 Zunshi 305 Xuanhuangdan2 Xishanyu 3 Chongyu 100
21 IR 2006 44 NH13 67 BX3T 90  Hh:H 518 13 HFEl
Xinghuangdan2006 Xingdan 13 Luyu 3 Diwang 518 Chunxi 11
22 ik 168 45 kil 17 68  fHIH 3T 91 97-4 114 K25
Huaxuan 168 Beishi 17 Zhendan 3 Hi 97-4 Hanyu 2
23 21 04-1 46  YA0482 69 R 25 92 78 6015 115 K15
Zhi 04-1 Chengdan 25 Dong 6015 Longging 1
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g2
Continuing table 2
iy HELW s AEHK 4T AR 4T dIAEHR Gis  UAEHR
Code Name Code Name Code Name Code Name Code Name
116 Frk#2%5 129  zZMm3211 142 k35 155  HMO01 168 #F65
Xindahuang 2 Huashi 3 Bofeng 6
117 4% 6850 130 #4605 143 FEHr 23 156 15K 39 169 595
Jinsai 6850 Qian 605 Luxin 23 Zhong5shi39 Lianhe 9
118 =% 818 131 JH711 144 MK 18 157 2z 2072 170 KE6%
Gaodeng 818 Zhongwangyul8 An 2072 Kyu 6
119 5688 132 5F721 145 %1 32 158 PGX-5 171 ¥ 818
Yuyu 32 Qian 818
120 ik 2502 133 KRE12%5 146 1% 9665 159 K3 3115 172 #%i 9848
Xingshi 2502 Youyu 12 Nanxiao 9665 Changcheng3115 Lishi 9848
121 FE-1 134 % 309 147 =Rk 5 % 160  HZ2003 173 ¥ 818
Fengyu-1 Zunyu 309 Yunshi 5 Qianyu 818
122 HHE45 135 SR 2 148 iR & 128 161 B 601 174 fif £ 2062
Chunxi 4 Chunxi 2 Queliangyu 128 Zunshi 601 Heyu 2062
123 071 136 HA-22 149 =ZwmK1% 162 #7308 175 HRK 4-2
Yunda 1 Yuyu 308 Huinong 4-2
124 ND8603 137 Heik 2062 150 412 163 25706 176 MHA—5
Bishi 2062 Qian 412 Qian 706 Xingbai 1
125  SLY375 138 HH1T 151 i+ 622 164  LC79404 177 HiK 2065
Zhubai 1 Tongyu 622 Bishi 2065
126 “EHL 2166 139 SE5 152 g 223 165 MEl-1 178  3F-208
Baodan 2166 Leyu 1l Hai 223 Xingke-1
127 #5603 140 Rith 2 5 153 704 166 ¢ 281
Qian 603 Tianchi 2 Qian 704 Qianxing 281
128 YH50 141 fE 65 154 7k 556 167 Y8610
Zhouyu 6 Cheng 556
WAL, oAt o0, BRRIEN9,  HES AR SRR

Gerh A7 BB, ARFENeiFILI (1979)42 ity 23 2t
SIBAE AL R £ (genetic similarity, GS), GS=2N;/
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Version 2.1k, $ A AU B 55 R 7 24 32
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