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Primers Screening in the Study on Coconut Germplasm Resources with RAPD Markers

LI He shuai et al
Abstract

(Coconut Institute of Chinese Academy of Tropical Agricultural Sciences, Wenchang, Hainan 571339 )
[ Objective | The aim was to study the genetic diversity of coconut deeply in order to lay the foundation for the development and uti-

lization of coconut germplasm resources. [ Method | 67 coconut germplasm collected from coconut planting areas such as Hainan, Yunnan,

Guangdong and Guangxi were used for random amplification by using 80 random 10-base primers to screen the suitable primers for RAPD anal-

ysis of all coconut varieties. [ Result ] 30 effective primers amplifying clear and bright bands with polymorphism and good reproducibility were

screened. 340 bands were amplified in all the samples with 12 random primers, which showed that there were 340 RAPD loci detected in the

coconuts. Among these loci, there were 307 polymorphic loci, accounting for 90.3% of total. [ Conclusion ] The systems analysis on a great

deal of coconut samples by using RAPD marking technology provided the basis and background information for variety identification, genetic

breeding and the protection and utilization of germplasm resources.
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Table 1 Primer and its sequence in the test

18 WEEESI(ST ~37 ) (518 BEEESI(ST ~30) |51 BEEFAI(ST <37 ) |58 BEEESIGST ~30) |51 EETAIGST ~37)
Primer Base sequence Primer Base sequence Primer Base sequence Primer Base sequence Primer Base sequence
Cl TTCGAGCCAG  ||C17 TTCCCCCCAG D13 GGGGTGACGA  [|E9 CTTCACCCGA F5 CCGAATTCCC
C2 GTGAGGCGTC  [|C18 TGAGTGGGTG  ||D14 CTTCCCCAAG E10 CACCAGGTGA  |[[F6 GGGAATTCGG
Cc3 GGGGGTCTTT  ||C19 GTTGCCAGCC D15 CATCCGTGCT E11 GAGTCTCAGG  |[F7 CCGATATCCC
C4 CCGCATCTAC C20 ACTTCGCCAC D16 AGGGCGTAAG  [|EI2 TTATCGCCCC F8 GGGATATCGG
G5 GATGACCGCC  [|D1 ACCGCGAAGG  [|D17 TTTCCCACGG E13 CCCGATTCGG  |[F9 CCAAGCTTCC
C6 GAACGGACTC  ||D2 GGACCCAACC ||D18 GAGAGCCAAC  [|E14 TGCGGCTGAG  [|F10 GGAAGCTTGG
Cc7 GTCCCGACGA  [|D3 GTCGCCGTCA D19 CTGGGGACTT  ||E15 ACGCACAACC  [[F11 TTGGTACCCC
C8 TGGACCGGTG  ||D4 TCTGGTGAGG  [|D20 ACCCGGTCAC  [|El6 GGTGACTGTG  ||F12 ACGGTACCAG
C9 CTCACCGTCC D5 TGAGCGGACA  (|El CCCAAGGTCC  [|E17 CTACTGCCGT  ||F13 GGCTGCAGAA
C10 TGTCTGGGTG D6 ACCTGAACGG  ||E2 GGTGCGGGAA  [|EI8 GGACTGCAGA  ||F14 TGCTGCAGGT
Cl1 AAAGCTGCGG  ||D7 TTGGCACGGG  ||E3 CCAGATGCAC  [|EI9 ACGGCGTATG  ||F15 CCAGTACTCC
CI12 TGTCATCCCC D8 GTGTGCCCCA 4 GTGACATGCC  |[E20 AACGGTGACC  [|F16 GGAGTACTGG
CI3 AAGCCTCGTC D9 CTCTGGAGAC  ||ES TCAGGGAGGT  ||F1 ACGGATCCTG  ||F17 AACCCGGGAA
Cl4 TGCGTGCTTG D10 GGTCTACACC E6 AAGACCCCTC  |[F2 GAGGATCCCT  ||F18 TTCCCGGGTT
C15 GACGGATCAG  ||D11 AGCGCCATTG  ||E7 AGATGCAGCC  ||F3 CCTGATCACC F19 CCTCTAGACC
Cl6 CACACTCCAG  |[D12 CACCGTATCC E8 TCACCACGGT  ||F4 GGTGATCAGG  [|F20 GGTCTAGAGG
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Note:M. DNA Marker;1 —24 are primers C2,C4,C6,C8,C10,C12,

C15,C19,C20, D5, D11, E1, E3, F4, E6, E7, E14, E15, El6,
E18,F3,F4,F6 and F12.
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Table 2 Sequence and amplification result of 30 primers

S ZRMEE 2T/ %
Total band Polymorphic

59 AT (5 ~3") )
Polymorphic

Primer Base sequence
number bands percentage

c2 STGAGGCGTC 7 6 85.71
c4 CCGCATCTAC 6 6 100
C6 GAACGGACTC 8 7 87.50
C8 TGGACCGGTG 7 5 71.43
C10 TGTCTGGGTG 12 11 91.67
C12 TGTCATCCCC 6 6 100
Cl15 GACGGATCAG 13 12 92.31
C19 STTGCCAGCC 12 11 91.67
C20 ACTTCGCCAC 13 13 100
D3 STCGCCGTCA 14 12 85.71
D5 TGAGCGGACA 12 11 91.67
D11 AGCGCCATTG 11 10 90.91
D13 GGGGTGACGA 13 10 76.92
D19 CTGGGGACTT 11 10 90.91
D20 ACCCGGTCAC 9 8 88.89
El CCCAAGGTCC 10 8 80.00
E3 CCAGATGCAC 12 9 75.00
E4 STGACATGCC 13 10 76.92
E6 AAGACCCCTC 11 10 90.91
E7 AGATGCAGCC 13 12 92.31
E14 TGCGGCTGAG 13 13 100
E15 ACGCACAACC 14 14 100
E16 GGTGACTGTG 12 11 91.67
E18 GGACTGCAGA 15 14 93.33
E20 AACGGTGACC 16 16 100
F3 CCTGATCACC 14 13 92.86
F4 GGTGATCAGG 13 12 92.31
F6 GGGAATTCGG 6 5 83.33
F10 GGAAGCTTGG 11 10 90.91
F12 ACGGTACCAG 13 12 92.31

Total 340 307 90.30
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