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Abstract 
 

 In order to extract agriculturally valuable alleles from G. mustelinum, Brazilian endemic cotton representing the 
first or basal lineage in the polyploidy cotton phylogeny, advanced backcross QTL analysis was used in this 
research. A total of 35 BC3F1 cotton individuals and the corresponding BC3F2 populations were developed; 
meanwhile, a genetic linkage map was constructed using an F2 population so as to help get the introgression 
information of G. mustelinum in the BC3F1s. Both DNA marker data and fiber quality data were collected from the 
BC3F2 populations and QTLs for fiber quality traits were analyzed. The data analysis results showed that fiber 
quality traits were improved in some of the populations compared to the recurrent parent. Meanwhile, in some 
populations, quite a few lines demonstrate better fiber quality traits than the recurrent parent. These elite lines may 
be used as potential germplasm to improve cotton fiber quality. 
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