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2 32 107 36.68 83.45 384.76 27 409 25.69 67.28 407.36
3 36 523 41.01 100.26 364.27 18 705 17.18 46.69 400.62
4 24 032 26.38 62.91 381.98 20 832 19.47 51.45 404.87
5 30 868 32.43 92.05 335.35 22 409 19.39 61.93 361.83
6 39 009 44.24 103.17 378.10 25 948 24.53 64.29 403.58
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10 37 193 40.93 100.87 368.73 25 352 22.71 63.37 400.03
11 34 309 35.79 93.32 367.66 26 456 23.09 66.09 400.32
12 31612 35.15 87.48 361.34 22 360 20.10 59.11 378.28
13 29 899 32.52 79.96 373.92 24 323 22.39 60.53 401.81
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Quantitative Distribution and Functional Analysis of LTR
Retrotransposons in Gossypium hirsutum

Liu Zhen',Lu Quanwei',Zhang Guogqiang' ,Peng Renhai'*

(1.School of Biotechnology and Food Science, Anyang Institute of Technology, Anyang 455000, China;
2. State Key Laboratory ol Cotton Biology, Institute of Cotton Research of Chinese Academy ol Agricultural Science, Anyang 455000, China)

Abstract: LTR (Long terminal repeat) retrotransposons in eukaryotes are mobile genetic elements with ubiquitous distri-
bution, these elements can amplify themselves via RNA intermediates and increase their copy numbers in genome. In high
plants, LTR retrotransposon is an important component of genome, In this study, LTR retrotransposons of Gossypium hirsu-
tum were excavated and annotated by a variety of methods, the results showed that the Gypsy superfamily of LTR retrotrans-
posons in Gossypium hirsutum was approximately inversely related to the distribution of genes, while Copia superfamily dis-
tributes more at the starting terminal of each chromosome. Pearson correlation coefficients showed that there was a strong cor-
relation between the LTR retrotransposons copy number and chromosome size in Gossypium hirsutum. Furthermore, the genes
enrichment in either upstream or downstream of the LTR retrotransposons exhibit similar characteristics, and the molecular
functions mainly focus on binding and catalytic activity etc. Our research will lead to a better understanding of L TR retrotrans-

posons in Gossypium hirsutum genome and provide important data support for further study of cotton genome,

Keywords: Gossypium hirsutum; L'TR Retrotransposons; distribution; function
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