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Abstract Transcriptome sequencing (RNA-seq) is an important tool for analyzing dynamic transcriptomes. In ad-
dition to quantifying gene expression, RNA-seq generated data helping discover new transcripts, recognize alter-
native splicing genes and detect allele-specific expression. This paper mainly reviewed the technical steps and

working principles of RNA-seq and introduced its application and progresses in the study of plant pathogens and
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plant-fungal interactions.
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