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The African rice Oryza glaberrima is a

reservoir of genes for abiotic stress
tolerance. To exploit them in rice
improvement, a set of SNPs were

converted into PCR-based markers. The
SNP markers are evenly distributed in the
genome, having 745 polymorphic markers
between CG14 and WABS6-104 (upland
NERICA parents) and 752 between
TOGS5681 and IR64 (lowland NERICA
parents). Several subsets of these markers
have been used successfully to map O.
glaberrima introgressions in cultivars and
breeding lines. This panel is cost-effective,
gel-free, and allows maximum flexibility
for ‘pick-and-choose’ markers according to
local breeder’s needs.
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Fig. 1. Flow chart indicating the selection of polymorphic
SNPs between O. glaberrima vs O. sativa ssp japonica and
indica for conversion into PCR-based markers (A).
Graphical representation of the SNP marker distribution
along the rice genome. Color represents the number of
markers per 1 Mb in each chromosome (B).
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Fig. 2. Distribution of polymorphic
SNP markers for crosses of O.
glaberrima vs O. sativa. There are
745 and 751 polymorphic SNP
markers for upland and lowland
NERICA varieties, respectively.
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