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WFE R RO EE (3532) . We focused on middle—to—long DNA reads generated by new generation
sequencers, and developed a computer program named “Spaln” that maps and spliced-align
a set of transcripts onto reference genomic sequences. When tested on full length cDNA
or protein amino acid sequences as the queries, Spaln was proven to be most accurate and
reasonably fast compared with any other similar tools examined. When Spaln is used as
a tool for RNA-Seq analysis for middle—to—long (> 100bp) cDNA reads, Spaln is shown to
be much more sensitive and accurate compared with currently popular RNA-Seq tools.
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