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Abstract: Transcriptome analysis using RNA —sequencing (RNA —seq) is an important tool for understanding the
molecular changes of pathogenic invasion of hosts. When analyzing the pathogen and host transcriptomes
simultaneously, RNA — seq technology requires the construction of separate ¢cDNA libraries for the pathogen and
host, which are then mapped to the pathogen and host reference genomes, whereas interoperation Dual RNA - seq
technology is widely used in the study of interactions between human diseases and biological infection models
because it can sequence and analyze two (or more) subjects simultaneously by constructing a single transcriptome
library without separating the two species, and can visually reveal the dynamic changes in transcriptomics during the
interaction between pathogen and host. In order to understand Dual RNA - seq technology and its future in host —
pathogen interaction studies, an overview of Dual RNA — seq technology and the current status and future of its
application in prokaryotic, eukaryotic and viral studies in recent years are reviewed. Dual RNA - seq technology can
provide a new perspective on pathogen — host interactions and help to better identify and understand the
transcriptomic changes in pathogens and hosts during infection, thus revealing potential new targets or biomarkers.
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