{ bionix ? Admport <bionix> {}
, input ? ./sample.fa}:

with bionix;

with lib;
let
splitSequences = fa: stage {
name = "splitSequences";
buildInputs = [ pkgs.gawk 1];
buildCommand = ''
awk '/A>/{f="seq_"++d} {print > f}' s${fa}
mkdir $out

cp seqg* Sout

LI I
’

};

reverse = fa: stage {
name = "reverse";
buildCommand = ''

${pkgs.utillinux}/bin/rev ${fa} > Sout

’

}i

in pipe [
splitSequences
(each reverse)
] input



