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Deciphering molecular mechanisms of floret development in Triticeae crops
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Inflorescence architecture influences final grain yield in Triticeae crops
such as wheat and barley. However, little is known regarding the genetic basis of inflorescence
development. This study aimed to identify the genes regulating floret development in wheat and
barley. In wheat, the locus Grain Number Increase 1 (GNI1) has been identified as an important
contributor to floret fertility. Mutants carrying an impaired GNI1 allele out-yielded WT allele
plants under field conditions. In barley, it was revealed that extreme suppression of lateral
florets by Vrsl.t allele contributes to enlarged grains. These results suggest that grain yield can
be improved by DNA marker assisted selection using the identified genes.
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