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Comparative and Phylogenetic Analyses of Ginger (Zingiber officinale) in the Family Zingiberaceae

Based on the Complete Chloroplast Genome. Plants, 2019, 8, 283.

The AP2/ERF transcription factor SmERF128 positively regulates diterpenoid biosynthesis in Salvia 3.9 55
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Genomic survey of bZIP transcription factor genes related to tanshinone biosynthesis in Salvia 12.0 44
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Genome-wide characterisation and analysis of bHLH transcription factors related to tanshinone
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Functional divergence of diterpene syntheses in the medicinal plant Salvia miltiorrhiza Bunge. Plant
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