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platycoside biosynthesis in, a medicinal plant. Horticulture Research, 2020, 7, 112

L RNA editing may stabilize membrane-embedded proteins by increasing phydrophobicity: A study of 3
39 Zanthoxylum piperitum and Z. schinifolium chloroplast NdhG. Gene, 2020, 746, 144638 >
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drought adaptation and micronutrient accumulation. Acta Physiologiae Plantarum, 2019, 41, 1 26 10

129

The complete chloroplast genome sequence of a medicinal herb (Asparagaceae). Mitochondrial

DNA Part B: Resources, 2019, 5, 85-86




TAE-JIN YANG

Comparative transcriptome analysis of heat stress responsiveness between two contrasting
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associated with bruchid resistance. Molecular Breeding, 2019, 39, 1
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o1 DNA Mapping, Sequencing, and Analysis, 2016, 27, 3033-4 13

The complete chloroplast genome sequence of Dendropanax morbifera (Lieill)l Mitochondrial
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67 DNA Mapping, Sequencing, and Analysis, 2016, 27, 4633-4634 13 10

The complete chloroplast genome sequence of Indian barnyard millet, (Poaceae). Mitochondrial
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61 and Taxonomic Analyses. Frontiers in Plant Science, 2016, 7, 306

6.2 116

Completion of the mitochondrial genome sequence of onion (Allium cepa L.) containing the CMS-S
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