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Fig. 1 Comparison on resolution between agarose gel electrophoresis and polyacrylainide gel electrophoresis
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Fig. 2 The recognition ratio of fragment size
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Fig. 3 Purification of specific objective band
2.3.2 BFHGRA BREAERRIEY AR,
A — R R H 2 OB AR S
F PR SSR-PCR %8 Ji L Uk b il B9 AR B 89 2%
WBRCE T4 C(B 5 /i kB o il TR R 2
DNA ) 5 P4 I 19t e 55 JIC HL 3k P R B0 7SI
A PR HE I 1Al 1) 7 A e A A PCROSPE S 1
i FE . SSROFL AR 75 By Bk 2K o B R A R K A
AL, B AL TR AL 52 A E X 5 I A k2K 1) A7 ST
T SR B L IE 2 5 E Y FROIR 5 48 3 A 58 42
P X A8 G A5 52 7l I B R L 2 1 AR
T 5 TN A4 T g 15 T2 v B X B8 R/ NR 2 B T i
R RBARM R 7 LI 4) . 521l A (e 20 Bk

S
AL E A

LA LU LAl

4 TR R

Fig. 4 Forming process of shadow bands
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Fig. 6 Forming reason of shadow bands
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Fig. 8 Identification of non-specific bands
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Table 1 Genetic variation information of 8 inbred lines with 23 pairs of primers

his 519 BV kY J K PIC 14 e DR Y 2 M P AR A
No. Primer Number of alleles Number of genotypes PIC value Genetic diversity indexes

1 umcl590 3 4 0. 447 0. 865

2 phi308707 2 2 0.110 0.234

3 phi227562 3 3 0. 354 0.703

4 bnlgl25 2 3 0. 375 0.693

5 umc2105 3 3 0.294 0.602

6 bnlgl61 3 3 0.468 0. 900

7 umcl225 2 3 0. 305 0.562

8 phi299852 2 2 0.375 0.693

9 bnlgl1792 4 4 0.525 1. 061

10 umcl741 2 2 0.195 0.377
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Continuing Table 1
%5 Gk S5k R B B SEIE PIC {4 HE DR 2 REPE AR 2
No. Primer Number of alleles Number of genotypes PIC value Genetic diversity indexes
11 phi080 4 4 0.525 1. 061
12 umc2163 3 3 0.453 0.876
13 bnlg1450 2 3 0.371 0. 685
14 mmc0191 3 3 0.468 0. 900
15 bnlg2331 4 3 0. 387 0.822
16 bnlg2291 2 2 0.195 0.377
17 bnlg1191 3 3 0.468 0. 900
18 bnlg1496 2 2 0. 305 0.562
19 umcl122 2 2 0.195 0. 377
20 phill6 2 2 0. 305 0.562
21 umc2025 2 2 0.110 0.234
22 phi065 2 2 0.258 0.483
23 phi072 2 2 0.124 0. 257
{8 Mean 2.565 2.522 0.331 0.643
FrifEZE St. Dev 0.728 — 0. 256
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System Optimization on Maize SSR Molecular
Marker and Research of Genetic Diversity

ZHANG Yong
(College of Biological Sciences and Biotechnology/National Engineering Laboratory for Tree
Breeding/Key Laboratory of Genetics and Breeding in Forest Trees and Ornamental Plants,
Ministry of Education,Beijing Forestry University,Beijing 100083)

Abstract; In order to optimize the SSR molecular marker system and rich the diversity of germplasm resources,
taking maize inbred line CK and its seven mutants as materials, the experiment system was optimized and the
genetic difference between mutants and the corresponding basic material was studied based on SSR markers
with selected 23 pairs of polymorphism SSR primers. The results showed that(1) The optimization of SSR mo-
lecular marker experiment system could effectively improve the efficiency of the experiment,reduce the experi-
mental error; (2)By using the 23 pairs of SSR primer,a total of 59 polymorphic amplified fragments was pro-
duced. The average number of allele per SSR locus was 2. 565. The polymorphism information content(PIC) for
the SSR loci varied from 0. 110 to 0. 525 with an average of 0. 331. The amplitude of genetic diversity indexes
ranged from 0. 234 to 1. 061 with an average of 0. 643. The phenomenon indicated that massive genetic variation
could appear in maize(CK) progenies due to mutagenesis.

Key words: SSR markers;system optimization;genetic variation
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