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Abstract: The genetic diversity of 48 cotton accessions were analyzed by using ISSR markers. 11 prim-
ers were screened out of 60 primers. Total of 92 bands were detected, 77 of them were polymorphic.
The percentage of polymorphic bands was 83. 70%. UPGMA Cluster analysis based on ISSR data
showed that the genetic similarity (GS) coefficient of 48 accessions ranged from 0. 27 to 0. 93. 48
germplasm resources could be categorized into four major groups, wild cotton of Zhanjiang and Lian-
jiang, Guangdong province, showed great genetic difference from other materials, fell into one group,
belong to primitive group. G. barbadense cotton were obvious genetic diffrent from G. hirsutum, also
fell into one group, and high similarity among the rest cultivars from different provinces formed other
groups. The study indicated that ISSR molecular marker is an efficient tool with high polymorphism
and stability for analysis the genetic diversity and relationship of cotton germplasm resources.
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Table 1 Cotton varieties and their sources
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Fig.1 The PCR ampLified results using primer809 on 1~24 accessions of cotton
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Fig.2 The PCR amplified results using primer 809 on 25~48 accessions of cotton
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Table 2 The sequence of primers used and their polymorphism comparison

Gk 319751 (5—>3) BREE/C B4 No. EEMH  EEMEELE/X
UBC808 (AG)sC 52 5 4 80.0
UBC809 (AG)sG 56 13 10 76.9
UBC811 (GA)C 55 11 11 100
UBC815 (CA)T 52 7 6 85.7
UBC824 (AC)sT 54 9 8 88.9
UBC826 (AC):G 52 6 5 83.3
UBC840 (GAYT 56 10 9 90.0
UBC841 (GAXYC 56 15 12 80.0
UBC842 (GAAYG 52 5 3 60.0
UBC873 (GACA), 52 6 6 100
UBC891 HVH(TG), 52 5 3 60.0
B 92 77
T 8.36 7.0 83.7
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Fig. 3 Dendrogram illustrating the phylogenetic relationship based on UPGMA cluster analysis methods
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