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ABSTRACT. The low number of improved cultivars limits the 
expansion of the papaya crop, particularly because of the time required 
for the development of new varieties using classical procedures. 
Molecular techniques associated with conventional procedures 
accelerate this process and allow targeted improvements. Thus, we used 
microsatellite markers to perform genetic-molecular characterization of 
papaya genotypes obtained from 3 backcross generations to monitor 
the inbreeding level and parental genome proportion in the evaluated 
genotypes. Based on the analysis of 20 microsatellite loci, 77 genotypes 
were evaluated, 25 of each generation of the backcross program as well 
as the parental genotypes. The markers analyzed were identified in 11 
of the 12 linkage groups established for papaya, ranging from 1 to 4 
per linkage group. The average values for the inbreeding coefficient 
were 0.88 (BC1S4), 0.47 (BC2S3), and 0.63 (BC3S2). Genomic analysis 
revealed average values of the recurrent parent genome of 82.7% in 
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BC3S2, 64.4% in BC1S4, and 63.9% in BC2S3. Neither the inbreeding 
level nor the genomic proportions completely followed the expected 
average values. This demonstrates the significance of molecular analysis 
when examining different genotype values, given the importance of 
such information for selection processes in breeding programs.
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