2019 2021

Understanding florigen function by identifying direct regulatory targets in the
rice shoot apical meristem
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I aimed to comprehensively identify re?ulatory targets of florigen in the
SAM, the site of florigen function to clarify the details of floral transition induction mechanisms,

I tried to apply omics analysis approach with limited materials to rice from which shoot apical
meristem (SAM) containing stem cells of above-ground plant tissues can be isolated with high purity.

In this study, | first analyzed DNA methylation dynamics in the SAM to characterize the epigenomic
dynamics during floral transition and published the results in a paper. Next, I performed the
transcriptome analysis in a single SAM at various developmental stages before and after floral
transition by using the Cel-seq2 method and obtained the transcriptome data with higher temporal
resolution than existing ones.
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