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In this study, we focused the miR156/529-SPL transcription factor regulatory

module, which controls the transition of growth phase in land plants, and aimed to understand the
molecular mechanism. We performed in vitro protein synthesis and deep sequencing to identify the
DNAs binding to the MpSPL2 in Marchantia polymorpha. Although the DNA sequences were identified, not
clear cis regulatory motif was not obtained. On the other hand, Arabidopsis AtSPL3 and AtSPL9 were
also tested and the DNA binding to those SPL homologs were successfully identified. The
cis-regulatory motif was also detected by informatics analysis. We also tried to detect DNA by in
vivo ChIP-seq of MpSPL2 with transformants overexpressing MpSPL2 but could not succeed in the
detection. For identification of evolutionarily conserved mechanism, further studies are needed.
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