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Identification of Genes Related to Cotton Yield Using Affymetrix Gene Chips
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Abstract: Three linesfrom high yield and low yield groups were selected from a backcross inbred line (BIL) population, 1 8 A1 K 30T
which was developed from a cross between upland cotton SG747 (Gossypium hirsutum) and egyptian cotton Giza75 b KA

(Gossypium barbadense L.). Fiber RNA of 10 days post anthesis from the six BIL lines and parents lines were extracted vy FEE

for Affymetrix Cotton GeneChips. Through the transcriptome analysis among these lines, 1508 differentially expressed
(DE) genes were identified based on a two-fold difference or greater. Clustering analysis of these DE genes showed

that the high yield BIL lines and the low yield BIL lines clustered into two distinct groups. The Blast-Mapping- bR
Annotation-KEGG analysis by Blast2GO software was performed on the DE genes, and revealed that many genes were b AT
related to plasma membrane, oxidation reduction, response to stress and transport. 50 DE genes were selected for

F KKE
further analysis by RT-PCR analysis, and many fiber- and yield-related genes were identified, which would make a firm
foundation for further genetic engineering and molecular breeding studies. b BRI
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