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Rapid exploration of a gene inducing salt-tolerance in barley by using a
next-generation sequencer and analysis of its functions

Hirasawa, Tadashi

2,800,000
OUE812 0UC613
QTL-seq
MLOC_12120 JAZ 0uC613
MLOC_12120

Long-term salinity stress significantly reduces grain fertility in a barley
cultivar, 0UC613, but not in a cultivar OUE812, resulting in large differences in grain yield. Here,

a gene affecting grain fertility under salt stress was explored by QTL-seq combined with
exome-capture sequencing and the underlying causes of the difference in grain fertility between the
cultivars was investigated.

A QTL for grain fertility was identified on chromosome 2H and the QTL region included a gene,
MLOC_12120. MLOC_12120 was a gene encoding JAZ (jasmonate ZIM-domain) protein and expressed
significantly at anther and pistil a few days before flowering in OUC613 compared with OUE812.
Pollen fertility decreased significantly in 0UC613 under salt stress, but not in OUE812. Salt stress

decreased the number of pollen grains on stigma as well as pollen germination rate in OUC613
significantly compared with OUE812. MLOC_12120 might be a gene inducing the reduction in grain
fertility under salt stress.
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