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The peduncle-specific expression during floral transition by

high-throughput transcriptome analysis in wheat
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Abstract

Flowering time of either early or late is one of the crucial parameters that determine the crop productivity.

Therefore, elucidation of regulatory mechanisms of flowering time should contribute to breeding for yield

enhancement. However, comprehensive explanation on molecular mechanism of flowering has not yet been

reported in hexaploidy common wheat (Triticum asetivum L.). The mechanism of flowering in wheat has

been studied mostly using flag leaf or floral meristem. The exposed peduncle, which is a shoot part between

bottom of the spike and flag leaf, could be an important tissue that is responsible for flowering through

various molecules expressing. To clarify for transcriptomic dynamics in the wheat peduncle that was

uncovered by leaf sheath of flag leaf, RNA sequencing and transcriptomic analysis were conducted. With

this, we also analyzed other transcriptomic results deposited in the public DB to identify genes specially

expressed in peduncle tissue at transition from vegetative to reproductive phase. The obtained results will

provide valuable information to understand the role of peduncle for flowing regulation in wheat aimming for

elucidation of the regulatory mechanism of wheat flowering.
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