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Studies on Genetic D iver sity with aM olecular M arker SRAP of W aterm elon
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Li Yan and Zhang Chunging’
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Abstract: Study on genetic diversity of watemelon could benefit the research of cultivar property right
protecting, seed purity testing, and genetic breeding A new molecular marker systen-SRAP (Sequence-Re-
lated Amplified Polymomphisn) was firstly goplied on 20 watemelon hybrids genetic diversity ressarch 20
primer pairs slected from 25 amplified 135 polymormhic bandswith an average of 7. 11 polymomphic bandsper
primer pair Cluster analysis using UPGVIA method based on the data of SRAP amplified bands by 20 primer
pairs showed 20 hybrids could be distinguished into three main groups Jaccard's smilarity coefficient ranged
from 0. 29 - 0. 86
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Tablel Thenumber of polymorphic bands generated by 20 primer pairs
Primer pair Niame of primer pair Total number Number of Polymormphic Number of Distinguished
serial number of bands polymorphic bands  rate(%) distinguishable kind ability (%)
1 ME-1/BM-1 13 4 31 6 30
2 ME-1/BM -2 18 9 50 14 40
3 ME-1/EM-3 22 15 68 19 95
4 ME-1/BM-5 11 4 36 6 30
5 ME-1/BM-6 17 10 58 10 50
6 ME-2/BM-1 18 5 28 9 45
8 ME-2/EM-3 21 9 43 12 60
9 ME-2/BM-5 17 5 29 19 95
10 ME-2/BM -6 17 8 47 14 70
11 ME-6/BM-1 16 6 38 14 70
12 ME-6/EM-2 23 15 65 19 95
13 ME-6/EM-3 16 8 50 14 70
14 ME-6/BM-5 15 2 13 3 15
15 ME-6/EM-6 18 9 50 17 85
16 ME-7/BM -1 12 4 33 7 35
20 ME-7/BM -6 13 2 15 3 30
22 ME-8/BM -2 15 5 33 6 30
23 ME-8/BM -3 17 8 47 9 45
24 ME-8/BM -5 13 2 15 3 15
25 ME-8/EM -6 19 5 26 7 35
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Fig 1 Theamplification rewult of 20 watermelon hybridsby the primer pair M E-1/EM -6
M isDNA marker (DL2000). Cultivar nunber is the sane asFig 2, Arrows shaw polymorphic bands
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20 15% 95% , 3 ME-1/BEM-3 ME-2/EM-5 ME-
6/BM-2 95%,
Jaccard’s UPGVIA : 20 14 (
2) ’ ’ 2 4
13 ( 3, 12, 15, 6, 11, 2, 1, 8, 13, 16, 23, 20, 10)

2 20
Table2 Two primer pair caonbination to identify 20 hybrids
(G «C )
Primer pair Polymorphic bands Range of J's Primer pair Polymorphic bands Range of J's
canbination number coefficient canbination number coefficient
3+12 30 0.25 0.86 3+16 19 0.29 0.81
3+15 24 0.25 0.86 3+20 17 0.17 0.86
3+6 20 0.28 0.88 3+23 23 0.17 0.89
3+11 21 0.25 0.85 12+2 24 0.30 0.92
3+1 19 0.20 0.88 12 +15 24 0.19 0.88
3+8 24 0.34 0.85 15+11 15 0.29 0.92
3+13 23 0.29 0.81 11 +10 14 0.29 0.91
20 20 ( 2), Jaccard's 0.29

0. 86 0.57 , 3 , 1 8 1 ,9 11 1 .,

13 16 19 20 1 12 17 18 , ,
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2 20 UPGM A
Fig 2 UPGM A dendrogram of 20 watermelon hybrids
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