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Advances in Application and Seguencing Methods of Transcriptome

YAQO Na"?,LIU Xiuming"? ,DONG Yuanyuan' , WANG Nan' ,MENG Lulu' ,LI Haiyan"?
(1. Ministry of Education Engineering Research Center of Bioreactor and Pharmaceutical Development,Jilin Agricultural University,
Changchun, Jilin 130118;2, College of Life Sciences,]Jilin Agricultural University,Changchun,Jilin 130118)

Abstract: Transcriptome is the basis of the research of structure and function of genes, transcriptome sequencing

technology has made great progress in recent years and been applied to many plants and animals species. It has

been widely applied to unknown gene mining, molecular regulation and related metabolic pathways for its lots of

known sequence. This study reviewed methods of transcriptome,development of transcriptome sequencing and its

application in plants and animals, we discussed the problem of tanscriptome and the development trend in the

future.
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