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DNA Fingerprint Library Construction and Cluster

Analysis of Leek Germplasm Resources
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Abstract: In order to provide theoretical information for leek breeding, this study was to probe
genetic diversity of the leek germplasms. 96 leek samples were used to detect the intra-and inter
specific genetic variation by inter-simple sequence repeat (ISSR) analysis. The result showed that
20 ISSR primers were screened from 77 primers based on 96 leek samples. T he first leek DNA
fingerprint library was constructed by PCR amplification, PAGE fingerprint detection, and fin-
gerprint data collection of Gel imaging. The ISSR amplification diversity reached 94. 7%, which
was an effective molecular marker. The genetic similarity (GS) among 96 leek samples ranged
from 0.58 to 0. 88, which could fully show that they have rich genetic diversity. The result of
cluster analysis showed that the cluster analysis correlated with sample origin and was consistent
with species distribution. T he breeding and spreading cultivars with relatively low diversity clus-
tered more together, which means the new leek breeding innovation should introduce germplasms
from home and abroad base.
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1
1 1-1 -1 49 3- 1 1
2 1- 2 -2 50 3-2
3 1- 3 -3 51 3-3 8
4 1- 4 -6 52 3- 4 9
5 1- 5 53 3-5 10
6 1- 6 54 3-6
7 1-7 55 3-7
8 1- 8 56 3-8
9 1- 9 57 3-9
10 1- 10 58 3- 10 130
11 1- 11 59 3- 11
12 1- 12 60 3- 12 ce
13 1- 13 61 3- 13
14 1- 14 62 3- 14
15 1- 15 63 3- 15
16 1- 16 64 3- 16
17 1- 17 65 3- 17
18 1- 18 66 3- 18
19 1- 19 ) 67 3- 19
20 1- 20 68 3- 20
21 1- 21 69 3- 21
22 1- 22 70 3- 22
23 1- 23 71 3-23 312
24 1- 24 72 3- 24
25 2-1 73 4- 1
26 2- 2 74 4- 2
27 2-3 75 4- 3
28 2- 4 76 4- 4
29 2-5 77 4- 5
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31 2-7 ( ) 79 4- 7 B 123
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43 2- 19 91 4- 19 (
44 2- 20 92 4- 20
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48 2- 24 96 4- 24
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