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Isolation and Analysis of Drought-related Gene from Cotton (Gossypium arboreum L.)
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Abstract; This study constructed high quality drought-related cDNA library of cotton (Gossypium arboreum L.) by SSH success-
fully; it was checked and analyzed by Blue-white bolting, colony PCR, and bioinformatics. Finally, 392 positive clones were ob-
tained. After cluster analysis of the EST's sequences, 265 unigenes were obtained, including 41 contigs and 224 singlets. A large

group of drought stress-induced genes were found in the cDNA library, which involved in many metabolism pathways.
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[] Class Defination: Number of This Class: Percent of This Class
I Translation, ribosomal structure and biogenesis: 13 :30.23
I Energy production and conversion: 9 : 20.93
Posttranslational modification, protein turnover, chaperones: 5 :11.63
Amino acid transport and metabolism: 4 : 9.30
I Carbohydrate transport and metabolism: 2 :4.65
0 General function prediction only: 2 : 4.65
I Transcription: 2:4.65
I Lipid transport and metabolism: 1: 2.33
Replication, recombination and repair: 1:2.33
Cytoskeleton: 1:2.33
Il Secondary metabolites biosynthesis, transport and catabolism: 1:2.33
I Nucleotide transport and metabolism: 1 :2.33
I Cell wall/membrane/envelope biogenesis: 1 :2.33
Clusters of Orthologous Groups
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Fig.3 Functional categories of drought-tolerant gene in cotton
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Fig.4 GO classification of cotton Drought-tolerant genes
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