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Brazil is the most important producer of passion fruit (Passiflora edulis), with a growing demand for 

this fruit, both for the processed juice industry and for fresh consumption. However, limiting factors 

as the occurrence of several diseases, in particular the viruses of fruit woodiness (Cowpea aphid-

borne mosaic virus - CABMV), have been causing damage to crops in the Country. The best strategy 

to control this disease is through the development of resistant cultivars. The objective of this work 

was to select the best progenies from six full-sib families from the second generation of backcross 

(BC2), for the fruit pulp mass, via mixed models, aiming at resistance to CABMV. The experimental 

design was a randomized block containing six blocks and six families of full-sib (17, 153, 293, 355, 

501, and 516). The genotypes were evaluated using the characteristic pulp mass of fruit (g). The 

analysis of the prediction of genetic gains and the estimation of the components of variance were 

performed via REML/BLUP procedure using Selegen software, statistical model 147. The heritability 

in the narrow-sense (h2
a) was 0.29, while the average heritability of the progenies (h2

mp) showed high 

magnitude values (0.95), allowing a greater degree of precision. Consequently, inducing the highest 

selective accuracy (0.97), once the influence of experimental errors is reduced when using averages. 

Therefore, the selection is more efficient based on the progeny averages. The families 293 and 355 

showed the best genetic gains and the best performances for the pulp mass characteristic. The 

genotypes from these families are more suitable to follow the passion fruit breeding program aiming 

at resistance to CABMV from the Universidade Estadual do Norte Fluminense Darcy Ribeiro. 
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