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Analysis of Genetic Variability of Maize Population by SSR

WANG Tie-gu'?, KU Li-xia*>, CHEN Yanhui’, WU Liar-cheng?, HOU Bew jun’
(1. Ion Beam Biotechnology Key Laboratory, Zhengzhou University, Zhengzhou 450052, China;
2. Agronomy College of Henan Agricultural University, Zhengzhou 450002, China)

Abstract: Analyzed genetic diversity of maize populations by SSR marker and clustered. The results showed that the
abundant variability were detected among the 6 maize populations. Average allele of per SSR loci is 7. 79. Materials were
divided into 4 groups according to genetic distance of SSR marker. Huangzongqun, Jinhuanghou are a group. Pob21 is
another. Yuzong 5 hao, BSSS are the third group. Liaolvzong is the last.
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Tab.1 Basic circumstances and spedality of 6 maize populations

Name Source Type of endosperm  Color of seed Ripe schedule
Huangzongqun
Pob21 CIMMYT
Jinhuanghou >4 ’
5
Yuzong 5 hao 16 ’
BSSS 1983
Liaoliizong
1.2 SSR 8. 0% , 40 W,
Mo17, 90 min ,
. 43 14 , 14
, SR 0,1 :
2 , 1, 0,
1.3 PCR , ,
SSR 20 ML,  PCR buffer 1 , ,
, ) s ,  SAS Aver
, PCR M]J PTG-200, ae
2 SSR
Tab 2 Map position and sequence of SSR prime
No. Map position Name Sequence
1 1. 01 phi 056 ACTTGCI'TGCCTGCCGITAC/ / CGCACACCACTTCCCAGAA
2 1. 03 phi 001 TGACGGACGTGGATCGCITCAC/ / AGCAGGCAGCAGGTCAGCAGCG
3 1. 03 bnlg439 TTGACATCGCCATCTTGGTGACCA// TCTTAATGCGATCGTACGAAGITGTGGAA
4 1. 09 phi 011 TGTTGCTAGGGTCACCATACC/ / GCACACACACAGGACGA CAGT
5 202 bnlg 125 GGGACAAAAGAAGAAGCAGAG/ / GAAATGGGACAGAGACAGACAAT
6 3.05 phi 053 CI'GCCTCTCAGATTCAGAGATTGAC/ / AACCCAACGTACTCCGGCAG
7 3.07 bnlg197 GCGAGAAGAAAGCGAGCAGA// CGCCAAGAAGAAACACATCACA
8 5. 06 bnlg 278 CATGCATCAACGTAACTCCCT/ / CATGTCACGCGITCCACITG
9 6. 00 bnlg238 CITATTGCTTTCGTCATACA CACACATTCAT/ / GAGCATGAGCITGCATATTTCITGT GG
10 6. 00 bnlg 161 GCTTTCGTCATACACACACATTCA// ATGGAGCATGAGCTTGCATATIT
11 6. 00 phi 126 TCCTGCTTATTGCTITCGTCAT// GAGCTTGCATATTTCITGTGGACA
12 8 05 bnlg162 ACTAGCAGCAGTAAAACCTAATAAAGGGA// CAAGTAGCTAGCAGTCATTTGCAGTG
13 8 06 bnlg 240 AAGAACAGAAGGCATTGATACATAA// TGCAGGTGTATGGGCAGCTA
14 9. 07 bnlg619 ACCCATCCCACITTCCACCICCTCCT// GCTTTCAGCGAATACIGAATAACGCGGA
7.79,3.57,
2 #R5n
R 50 1S 7 <SR
2.1 8. 21, 8
14 SSR 6 10 12, 1 6
( 1) ? ” 4 ”
3 3 ~ 11 115 ,
, 14 6 109 4 , 65
, 6 50 , 6 , 6 6
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Fig 1 The examined result of gel of prime phi053
3 14 SSR 6
Tab 3 The examined result of 6 maize populations of 14 pairs SSR primes
5
No. of prime  Huangzong qun Pob21 Jin huang hou  Ywong 5 hao BSS Liaolizong ~ Total of population — Total of inbreding Total
1 2 3 2 3 3 2 4 3 4
2 5 3 3 4 3 3 10 5 12
3 3 5 3 5 2 3 9 4 9
4 5 3 4 3 3 2 5 3 5
5 4 4 2 3 2 3 6 3 6
6 3 3 3 4 3 1 4 3 4
7 4 4 3 3 2 3 7 3 7
8 6 5 6 4 3 4 12 2 12
9 4 5 5 4 3 3 10 5 11
10 4 5 5 4 3 3 10 5 11
11 4 5 5 4 3 3 10 5 11
12 4 2 5 3 2 3 7 3 7
13 5 4 6 4 5 3 6 4 7
14 4 4 5 2 2 3 9 2 9
Total 57 55 57 50 39 39 109 50 115
Average 4.07 3.93 4 07 3.57 2.79 2.79 779 3.57 8.21
2.2 , 0.574,
GS= n/ (n+ m) , ,
n ,m
, GD=1-GS,6 , 5 Lancaster ~ Reid ,
4 SSR BSSS , Pob21
, SAS ,  Average 6 478
” 2, 2 B 9 478 Reld
, 4 I , BSSS Reid
, I pob21, 1N 5 BSSS, IV b2l  BSSS , 0.322,
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Tab.4  Genetic similarity coefficient between 6 4.07  3.93, 6
maize populations 6
5 2
Populat ion Huang zong  Pob2l Jin huang ~ Yu mng BSSS P 5 BSSS
e qun hou 2 hao 3.57,2.79, 2.79, 6
Pob21 0.403
, 6
o huaghos | ©5% 098 ’ ,
5 0.422 0 426 Q0 435 6
Yu zong 5 hao )
BSSS 0.367 0 322 0 404 0.471 ’
SSR
0.339 0 339 0 306 0.357 0.314
Liao lv zong
REH
Gomprogue) | r
inhusmghen) [ Lice M. ,
Pob21 1981.
Vuso o) [2] : , Warbuton M, RFIP SSR
BSSS AFLP  RAPD
1T [J]- , 2000, 27(8): 725- 733.
(Liaoltizong ) — IR [3] , 7 o SSR
0 01020304 050607 0809101112
6 [1]. , 2001, 43(4): 409- 712.
Fig 2 Clustering result of 6 maize populations (4] ’ ’ > SSR
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