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Application Progress of RNA-Seq Technology in Rare and Endangered Plants
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Abstract Rare and endangered plants are important plant resources in nature, and play a key role in the study
of plant phylogeny, ecosystem restoration, plant stress resistance physiology, and the excavation of stress-
resistance genes. However, the lack of genetic information has severely restricted the conservation and
utilization in most endangered plant. Due to the large genomes, complex genetic information, and unclear
genetic backgrounds of endangered plants, it is relatively difficult to sequence the genomes of endangered
plants. In recent years, RNA-Sequencing could directly sequence non-reference genomic species, what makes
it to be widely used in the study of endangeredplants. In addition, this paper presented the prospect of the
application of RNA-Sequencing technology in the study of endangered plants and suggested the new ideas of
transcriptome using in the endangered plants in future.
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Fig.1 Main technical route and analysis process of RNA-Seq
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Application of RNA-Seq technology in the study of endangered plants
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Al Predicting the causese of endangerment in the plants themselves and
taking targeted conservation measures
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Fig.2 Application status of RNA-Seq technology in rare and endangered plants
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Fig.3 Framework for RNA-Seq technology on stress resistance mechanisms in rare and endangered plants
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Fig.4 Research ideas on transcriptome of rare and endangered plants

Transcriptome research steps of rare and endangered plants mainly included sample preparation , extraction of transcriptome data , transcriptome se-
quencing, synthesis of transcriptome genetic map , data screening, ete. In addition, transcriptomics could be the integrated with genome , phenome,
proteome , metabolome and single-cell omics to analyze the stress adaptation mechanisms , secondary metabolic pathways, growth and development

regulation , development of molecular markers , conservation of germplasm resources of rare and endangered plants
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