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Abstract With the development of sequencing technology, the transcriptome sequencing has been completed in more and more plants. A large
number of transcriptome sequence data were obtained. How to mine biologically meaningful information from these massive serial data has be-
come the key point of many researches. Predicting and annotating the function of unknown genes is an important issue. Functional annotation of
transcriptome sequences is an important part of functional genomics. Gene Ontology (GO) annotation is currently one of the most important
functional annotation methods. We introduced the analysis of transcriptome sequencing data using bioinformatics software , including data quali-
ty control and filtering, De novo assembly, homology comparison and large-scale GO annotation, which provided a reference for researchers en-

gaged in transcriptome sequencing, especially non-model plant transcriptome sequencing in data analysis.
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