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Transcriptome and Degradome Profiling Reveals a Role of miR530 in the Circadian Regulation of Gene
Expression in KalanchoA« marnieriana. Cells, 2021, 10, 1526.
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D6 protein Rinase in root xylem benefiting resistance to Fusarium reveals infection and defense
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The complete chloroplast genome of Camellia fluviatilis (Theaceae), a wild oil-Camellia species. 0.4
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Characterization of the complete chloroplast genome of Camellia brevistyla, an oil-rich and
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Seed Transcriptomics Analysis in Camellia oleifera Uncovers Genes Associated with Oil Content and
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