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Comparative epigenomics on plant meristem to study the evolution of
developmental process
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Highly accurate genomic information is essential for the comparative
epigenomic analysis. Therefore, in this study, | established experimental methods and data analysis
pipeline for de novo genome assembly using cultivated rice and wild rice species.

Based on the obtained genomic information, the comparative analysis of gene expression patterns and
epigenomic patterns among species was performed.
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