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Research Summary 
This study mainly focused on the origin and evolution of MIR156
and SPL genes, the SPLs appear to have resulted from vertical
evolution, whereas MIR156s appear to have resulted from strong
evolutionary selection on mature sequences.
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Innovation points
 Identified multiple copies of MIR156
and SPL in the grass genomes. Sequence 
and chromosomal synteny analysis 
showed that both MIR156s and SPLs are 
conserved across species in the grass 
family. 

 Four non-miR156-targeted 
genes were highly expressed 
and three miR156-targeted 
genes were only slightly 
expressed in all 
tissues/developmental 
stages. The remaining SPLs
were highly expressed in the 
juvenile stage, but their 
expression was lower in the 
adult stage.
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Innovation points
 DNA methylation profiles of SPLs and MIR156s in different rice 
tissues showed diverse methylation patterns, and hypomethylation of 
non-CG sites was observed in rice endosperm.
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