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The Application of Bioinformaticsin the Research
of Alternative Splicing
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Abstract : Alternative splicing, a fundamenta and important regulatory mechanism in eukaryotes, alows one pre-
MRNA to be processed into many different mature formswithin acell , each of which can have distinct functions. As
aternative splicing is associated with human diseases, the study of alternative splicing becomes quite important.
Bioinformatics is a new subject for the study of aternative splicing, especially for its regulatory mechanism, predic-
tion and origin. Of course, bioinformatics must be combined with experimental research 0 as to clarify these aspects
of alternative splicing. This paper reviewed the recent research progressin thisfield in the hope to gain a deeper un-
derstanding of eukaryotic gene expression regulation.
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Fig.3 Cooperative rolesfor bioinformatics and experimentation in
an aternative splicing annotation project (ASAP)

Individual researchersinterested in special genes can find computationally derived alternative splices
in the database, alowing them to characterize and report results back into the database.
Highrthroughput experiments can be desgned using the database, and after computational

analysis of the experimental data, the database can be updated with new resultst30l.
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