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factors in tea plant (Camellia sinensis). Planta, 2019, 250, 1671-1686. 3.2 26

Identification of CBF Transcription Factors in Tea Plants and a Survey of Potential CBF Target Genes
under Low Temperature. International Journal of Molecular Sciences, 2019, 20, 5137.

Transcriptome and Metabolite Profiling Reveal Novel Insights into Volatile Heterosis in the Tea Plant 2.8 97
(Camellia Sinensis). Molecules, 2019, 24, 3380. ’

Determination of 21 free amino acids in 5 types of tea by ultra-high performance liquid
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