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Analysis of physiological mechanisms and quantitative trait loci for salinity
tolerance related to grain productivity in rice
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Comparison of plant growth and grain yield using progeny populations and
lines derived from a cross between Koshihikari and Nona Bokra (or IR64) grown under long-term saline
conditions suggests that the salinity tolerance in several lines were related to Nat+ and CI-
exclusion. Four salt-tolerance QTLs located on chromosome 2 related to grain yield, panicle number,
and panicle dry weight were detected by using F2 plants from a cross between Koshihikari and SL506
(or SL2007). Furthermore, it was suggested that plant dry weight and grain yield under long-term
salinity conditions was reduced by CI  toxicity rather than Na+ toxicity.
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