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Cellulose synthases (CesAs) are multi-subunit enzymes associated with the plasma membrane in plants, playing a pivotal 
role in cellulose production. In this study, the CesA gene coding sequences of four cotton species with sequenced genomes 

were aligned. The phylogenetic analysis indicated that the CesA gene family in G. arboreum, G. raimondii, G. hirsutum (“TM-
1”) and G. barbadense (“Xinhai 21”) or G. barbadense (“3-79”) could be divided into 6 groups and 15 sub-groups, each group 
containing 2-5 homologous genes. A total of 544 SNPs were identified in the CesA gene family among the five cotton genomes, 
including 155 with including amino acid changes. An expression analysis of CesA genes through RNA-seq showed that one to 
four GhCesA genes were Differentially Expressed (DE) in 0 and 3 DPA ovules between the two BILs (NMGA-062 and NMGA-
105) with different fiber lengths, but no DE gene was identified in 10 DPA fibers. Some SSR markers related to fiber quality 
were found around CesA Genes. Part of SNPs in the differentially expressed GhCesA genes was checked for fiber quality (in 
progress).
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