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Analyzing the Genetic Diversity of Dioscorea opposita Thunb. Germplasm Resources by RAPD Markers

CALI Jin-ling, LING Yong-sheng, LIN Wen-lei et al
Abstract

(Quanzhou Institute of Agricultural Science, Jinjiang, Fujian 362212)
To analyze the genetic polymorphism and genetic distance of 7 Dehua Dioscorea opposita germplasm by RAPD markers,and build

the cluster diagram,31 combinations with good polymorphism were screened out from 63 RAPD primers, and 156 polymorphic markers were

amplified. The results showed that 7 D. opposita germplasms could be divided into two groups according to genetic distance ,and the genetic dis-

tance between groups was 0.32.Among them , Damingshu, Quanhuai 1513 and Quanhuai 1547 were closely related ,with an average genetic dis-

tance of 0.21 in the group,the mean genetic distance in the other group was 0.44.Compared with the field phenotype , the clustering results were

similar to the traditional classification results. The genetic diversity of D. opposita can be effectively analyzed by RAPD markers, which is of

great guiding significance for the utilization of hybridization.
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Table 1 Random primer code and sequence information
19751 19751 Eit7E2 ]l
B Ss Primer B g Primer e Primer
No. Primer code sequence No. Primer code sequence No. Primer code sequence
(5—=3") (5—=3") (5'—=3")
1 A-20 GTTGCGATCC 12 OPAO4 AATCGGGCTG 23 OPL12 GGGCGGTACT
2 C-08 GTCCACACGG 13 OPA19 CAAACGTCGG 24 OPN14 TCGTGCGGGT
3 F-02 GAGGATCCCT 14 OPA20 GTTGCGATCC 25 OPN18 GGTGAGGACA
4 G-05 CTGAGACGGA 15 OPBO1 GTTTCGCTCC 26 OPN20 GGTGCTCCGT
5 G-17 ACGACCGACA 16 OPB03 CATCCCCCTG 27 0P0O04 AAGTCCGCTC
6 OPF-13 GGCTGCAGAA 17 OPB13 TTCCCCCGCT 28 0P0O05 CCCAGTCACT
7 S112 AGCCGACAAG 18 OPCO8 TGGACCGGTG 29 0PQO1 GGGACGATGG
8 5290 CAAACGTGGG 19 0OPGO5 CTGAGACGGA 30 0PQI12 AGTAGGGCAC
9 S372 TGGCCCTCAC 20 0PGO8 TCACGTCCAC 31 OPRO2 CACAGCTGCC
10 AD-01 CAAAGGGCGG 21 OPJ13 CCACACTACC
11 OPH-12 ACGCGCATGT 22 OPK04 CCGCCCAAAC
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1.300 by Table 2 Genetic distance of Dioscorea polystachya germplasm resources
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1547 SRE 1547 0.37
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Fig.2 Cluster analysis of Dioscorea polystachya germplasm resources
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