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ABSTRACT

Performance and inheritance pattern of storage root yield related traits in the ‘New Kawogo’ x ‘Beauregard’
is crucial in genetic sweetpotato improvement in this population. This study was conducted to 1) evaluate
the performance of progenies of ‘New Kawogo’ x ‘Beauregard’ for dry matter content (DMC), Sweetpotato
virus disease (SPVD) resistance; storage root yield (SRY), storage root shapes (SRS), harvest index (HI)
and 11) determine broad sense heritability and correlation of dry matter content (DMC), Sweetpotato virus
disease (SPVD) resistance, storage root yield (SRY), storage root shapes (SRS) and harvest index (HI) in
the ‘New Kawogo’ x ‘Beauregard’ sweetpotato cross. A total of 288 genotypes including 286 progenies plus

the 2 parents were evaluated at two sites for two seasons.

The 288 genotypes were planted using an alpha lattice design with two replications per site. The trials were
planted at Abi Zonal Agricultural Research and Development Institute and Bulindi Zonal Agricultural
Research and Development Institute during the first and second seasons of 2015. At harvest, data were
collected on DMC, SPVD resistance, SRY, SRS and HI. SRY in tons per hectare (t/ha) was determined as
SRY (t/ha) = [(Marketable root weight (MRW) + non-marketable root weight (NMRW)/Net plot area in m?)
x 10]. Approximately 100 g of fresh storage root samples of each clone were sliced and weighed (DMF)
and then dried in paper bags in an oven at 65°C for 72 hours to a constant weight. The samples were
immediately weighed after drying (DMD). Storage root dry matter content was calculated as DM = [(DMW2
/ DMW1) x 100]. The SPVD resistance and SRS were scored using field descriptors of 1-9 where 1-means
no virus symptoms and 9 severely stunted plants and 1- round shape and 9 - long irregular or curved shape,

respectively. The trait overall means for SRY and HI were 19.2 (t/ha) and 44.2 (%), respectively.

The overall genotype means for DMC was 33.1 (%). The trait overall means was 3.0 for SPVD resistance



and 4.4 for SRS. The broad sense heritability (H?) estimates for DMC (H?) was 0.1, SPVD resistance (H*=
0.3), SRY (H?*= 0.3), HI= (H?>=0.1) and SRS (H?= 0.4) were observed. We observed a high positive (p<
0.001) genetic correlation between SRY and SRS and positive but non-significant correlations between
SPVD resistance and HI. However, DMC was negatively correlated with HI, SRY and SRS. This suggests

that the traits cannot be improved in the same direction.
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