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Development of lateral roots (LRs) is ?romoted when parental root elongation
is suppressed. Promotion of LR growth compensates for parental root growth, which contributes to
the maintenance of total root length. However, the developmental
processes underlying the compensatory growth of LRs are still unclear. In this study, we induced LR
compensatory growth in rice by surgical excision of a parent root tiﬁ’ and analyzed the
morphological and anatomical changes in LRs. Our analysis revealed that the morphological and
anatomical changes of LRs that are induced by the root-tip excision of the parent vary continuously,
and are dependent on both the developmental stage of LR primordia at the site of root-cutting and
the distance from the cut site. Then, by using this method, we also tried to understand the
important genes that regulate LR development epigenetically through ChlP-Seq analysis with Histone
H3K27me3 antibody.
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