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Recently, it has been shown that microRNAs (miRNAs), a type of functional

RNA derived from dietary plants, may also act in animals, and the role of miRNAs across the
plant-animal kingdoms is attracting increasing attention. The aim of the present study was to
elucidate miRNA expression profiles of representative dietary plants with biological activities and
some of the characteristic miRNA-mRNA regulatory structures linked to the biological activities. The
miRNA expression profiles of green tea (Camellia sinensis L.) were obtained by next-generation
sequencing analysis to find the possible biological target mRNAs involved in their functional
regulation and to identify the associated biological events and signalling pathways.
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2. LX-2 KEGG Enrichment Pathway Analysis
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