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fasta,fastq data processing with Perl
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In general, it is not possible to simply forward data output from sequencers
to pre-existing software analysis packages. Usually simple but ad hoc tasks,
such as extraction of reads with high quality or trimming of Poly-A tails from
transcripts is necessary. In this lecture I will illustrate some usefule Perl
techniques while showing how to use the tool fastapl/fastqpl to perform
typical sequence processing tasks with 1-3 lines of Perl code. In addition I
will use fastapl as and example to describe how to prepare a debian software

package and increase computation speed of Perl program via XS.
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