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70U Quan, LI Xwbin, LIN Z+yu, JIANG Yi, LIN Chen
( School ¢ Information Science and Technology , Xiamen University , Xiamen, Fyjian 361005, China )

Abstract:  With the development of sequencing technolo gy, Next Genemtion Sequencing brought opportunities and challenges
to the bioinformatics. As the importance of altemative licing in gene expression and protein diversity in eukaryotes, altemative
splicing identification has been the focus of bio nformatics research. The computation methods for alternative splicing need to be im—
proved since the appearance of N ext-G eneration Sequencing. We introduce the past and current research of AS firstly; then conclude
and compare the research methods, software and databases of A'S based on RNA-seq data; finally try to discuss the development and
prospect of the computational methods on AS.
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