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Genetic linkage relationship of the natural colored fiber and six fuzzless seed germplasms in obso-
lete backgrounds of Gossypium hirsutum (AD genome) and G. barbadense were analyzed in the past
two years. Three lines of natural brown fiber that were controlled by single dominant genes and two
lines of green fiber controlled by another single dominant gene. One line of natural brown fiber was
controlled by a major dominant gene or Quantitative Trait Locus (QTLs). Genetic analysis showed
the six fuzzless lines were controlled by a recessive gene, temporally named n3. Genetic linkage analy-
sis showed that there was 45% genetic recombination between the green fiber gene and fuzzless gene,
which indicated that the two genes were independent. Because of the epistasis, modification, genetic
complementation relationships, and environmental effects among the different brown fiber genes, the
brown lint and the fuzz, it is probably necessary to map and localize the important genes with the Re-
combinant Inbred Lines (RILs) population, which included the fuzzless gene and the excellent colored
fiber identification techniques. The relative RIL populations are being constructed and will be mapped

for these important genes of cotton fiber, and agricultural traits are being processed in our laboratory.

Key words: natural colored fiber genes; fuzzless gene; genetic linkage analysis; recombinant inbred

lines



