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Exploring the Effect of Methyl Jasmonate on the Expression of microRNAs Involved in Biosynthesis of
Active Compounds of Rosemary Cell Suspension Cultures through RNA-Sequencing. International
Journal of Molecular Sciences, 2022, 23, 3704.

Genome-wide circular RNA profiling and competing endogenous RNA regulatory network analysis
provide new insights into the molecular mechanisms underlying early somatic embryogenesis in 3.1 5
<i>Dimocarpus longanc</i> Lour.. Tree Physiology, 2022, 42, 1876-1898.

Genome-wide identification, expression and functional analysis of the core cell cycle gene family
during the early somatic embryogenesis of Dimocarpus longan Lour.. Gene, 2022, 821, 146286.

Genome-wide identification, evolution analysis of cytochrome P450 monooxygenase multigene family
and their expression patterns during the early somatic embryogenesis in Dimocarpus longan Lour.. 2.2 11
Gene, 2022, 826, 146453.
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