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Table 1 Names and sources of experimental materials

EAe Fift D 24 ok P37 T i b D 24 kL Fe 5
Numbers Species Materials Origin Numbers Species Materials Origin
(Varites) (Varites)
S1 C. dactylon GZ M 5 B Guiyang , Guizhou S15 Tifgreen NJ; VLI A) %% Jurong, Jiangsu
S2 C. dactylon WX VLI 68 Wuxi, Jiangsu S16 Tifgreen NJs VLB Liyang, Jiangsu
S3 C. dactylon GZ1  T7ZJ7 M Guangzhou,Guangdong S17 Tifgreen NJ; VL7 Yangzhou,Jiangsu
S4 C. dactylon GZ, J7Z E Qingyuan, Guangdong S18 Tifway | NJs VLI =M Taizhou, Jiangsu
S5 C. dactylon GZ; J" R EE K Zhaoqing , Guangdong S19 Tifgreen GZ; I M Guangzhou, Guangdong
S6 C. dactylon GZ, I & %5 5 Dongguan, Guangdong S20 Tifway [ GZs I % YN Shenzhen, Guangdong
S7 C. dactylon Zh Wi Hangzhou, Zhejiang S21 Tifway [ QD; AT 5 Qingdao, Shandong
S8 C. dactylon VAP WiVLIlfi %2 Linan, Zhejiang S22 C. dactylon DY 11 4 %< & Dongying , Shandong
S9 C. dactylon QD I 47 % Qingdao, Shandong S23 C. dactylon INy I Z % ¥ Jinan,Shandong
S10 C. dactylon QD WA Jiaozhou. Shandong S24 C. dactylon IN; Il 4 % - Zhangqiu, Shandong
S11 C. dactylon NJi VL7545t Nanjing,Jiangsu S25 C. dactylon IN; 114 i3k Licheng ., Shandong
S12 C. dactylon NJ; VL5 A %5 Jurong, Jiangsu S26 C. dactylon N, 11 45 K 1% Changqing, Shandong
S13 Tifgreen NJ; VL7 5 Nanjing,Jiangsu S27 C. dactylon TN: 114 %% Tai’an, Shandong
S14 Tifgreen NJ, VLIRILT Jiangning, Jiangsu S28 C. dactylon TN, 1 45 ¥ 1 Zibo, Shandong

x2 Sl FIFMYHEER

Table 2 List of primers, their sequences and amplified results

514 Primer %% Sequence (5'~3") MR Total bands % A B Percentage bands £ 254 A5 % Polymorphic (%)
OPG10 AGGGCCGTCT 13 11 84. 62
OPJ5 CTCCATGGGG 11 11 100. 00
OPJ10 AAGCCCGAGG 13 13 100. 00
OPJ13 CCACACTACC 16 16 100. 00
OPJ15 TGTAGCAGGG 13 12 92.31
OPG18 TGGTCGCAGA 17 17 100. 00
OPN2 ACCAGGGGCA 16 15 93.75
OPNG6 GAGACGCACA 12 12 100. 00
OPNS ACCTCAGCTC 17 17 100. 00
OPN9 TGCCGGCTTG 20 19 95.00
OPN10 ACAACTGGGG 12 11 91. 67
OPN12 CACAGACACC 22 21 95. 45
OPN14 TCGTGCGGGT 19 18 94. 74
OPN15 CAGCGACTGT 16 16 100. 00
OPN16 AAGCGACCTG 22 19 86. 36
OPN18 GGTGAGGTCA 14 14 100. 00
OPS11 AGTCGGGTGG 22 21 95.45
OPS12 CTGGGTGAGT 14 14 100. 00
OPS13 GTCGTTCCTG 21 21 100. 00

OPS19 GAGTCAGCAG 20 20 100. 00
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Fig. 1 RAPD polymorphisms generated by primers (left: OPN2, right: OPN10)
M 2y DGL 2000 $RifES> T4k 3 CKy Ml CKe 735 3 JoAE FITE Taq B H X B 805 1~28 R AR BRI & FRILE 1 M is DGL 2000 DNA marker; CK;

and CKj; are control of no sample and no Taq enzyme; 1—28 is the number of experiment material (see table 1)
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Fig.2 UPGMA cluster analysis of C. dactylon
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Analysis on different populations of Cynodon dactylon by RAPD

LIANG Hui-min
(Jiangsu Agriculture and Forestry Profession Technology College, Jurong 212400, China)
Abstract; Genetic differences of 28 Cynodon dactylon populations were examined by RAPD and morphological
observation. Using 20 ologonucleotide primers, 326 bands were obtained of which 314 (96. 32%) were poly-
morphic, an average of 15. 7 per primer. A complicated genetic background and abundant genetic diversity were
found in the experimental germplasms. According to cluster and morphological analysis, the 28 C. dactylon
populations could be classified into three types of which type A (12 populations) had a genetic similarity coeffi-
cient ranging between 0. 251 0 and 0. 054 1. The comparative genetic differences of this type were larger with
more abundant polymorphisms than the other types. The leaves of type A were long and wide with a hard tex-
ture. This type included germplasms from Guangzhou, Zhejiang, Wuxi, Nanjing, Qingdao. Type B involved 9
populations with a genetic similarity coefficient of 0. 233 9—0. 121 6. The genetic difference was less and genet-
ic relationship closer than in type A. The leaves were shorter and the texture finer. Type B included varieties
introduced from other cities and other countries. Type C consisted of 7 populations collected from interland re-
gions of Shandong province. They had a genetic similarity coefficient of 0. 500—0. 143 showing a large genetic
difference.

Key words: Cynodon dactylon ; RAPD marker; genetic diversity; cluster analysis



